SEQUENCE LISTING 



MBI-0022CIP.ST2 5 . txt 



<110> Mendel Biotechnology, Inc. 
HEARD, Jacqueline E 
KEDDIE, James S 
CREELMAN, Robert A 
PINEDA, Omaira 
JIANG , Cai - Zhong 
RATCLIFFE, Oliver 
KUMIMOTO, Roderick 
GUTTERSON, Neal 
SHERMAN, Bradley K 

<120> PLANT TRANSCRIPTIONAL REGULATORS OF ABIOTIC STRESS 

<130> MBI-0022CIP 

<150> 10/412,699 
<151> 2003-04-10 

<150> 09/533,030 
<151> 2000-03-22 

<150> 60/125,814 
<151> 1999-03-23 

<150> 09/713,994 
<151> 2000-11-16 

<150> 60/166,228 
<151> 1999-11-17 

<150> 60/197,899 
<151> 2000-04-17 

<150> 60/227,439 
<151> 2000-08-22 

<150> 10/112,887 
<151> 2002-03-18 

<150> 10/286,264 
<151> 2003-01-23 

<150> 10/225,068 
<151> 2002-08-09 

<150> 10/225,066 
<151> 2002-08-09 

<150> 10/374,780 
<151> 2003-02-25 

<150> 09/837,944 
<151> 2001-04-18 

<150> 10/171,468 
<151> 2002-06-14 

<150> 60/310,847 
<151> 2001-08-09 



Page 1 



MBI-002 2CIP.ST25 . txt 

<150> 60/336,049 

<151> 2001-11-19 

<150> Polynucleotides and Polypeptides in Plants 

<151> 2003-09-18 

<150> 60/434,166 

<151> 2002-12-17 

<150> 60/411,837 

<151> 2002-09-18 

<160> 104 

<170> Patentln version 3.2 

<210> 1 

<211> 832 

<212> DNA 

<213> Arabidopsis thaliana 
<200> 

<223> G481 

<400> 1 



gagcgtttcg 


tagaaaaatt 


cgatttctct 


aaagccctaa 


aactaaaacg 


actatcccca 


60 


attccaagtt 


ctagggtttc 


catcttcccc 


aatctagtat 


aaatggcgga 


tacgccttcg 


120 


agcccagctg 


gagatggcgg 


agaaagcggc 


ggttccgtta 


gggagcagga 


tcgatacctt 


180 


cctatagcta 


atatcagcag 


gatcatgaag 


aaagcgttgc 


ctcctaatgg 


taagattgga 


240 


aaagatgcta 


aggatacagt 


tcaggaatgc 


gtctctgagt 


tcatcagctt 


catcactagc 


300 


gaggccagtg 


ataagtgtca 


aaaagagaaa 


aggaaaactg 


tgaatggtga 


tgatttgttg 


360 


tgggcaatgg 


caacattagg 


atttgaggat 


tacctggaac 


ctctaaagat 


atacctagcg 


420 


aggtacaggg 


agttggaggg 


tgataataag 


ggatcaggaa 


agagtggaga 


tggatcaaat 


480 


agagatgctg 


gtggcggtgt 


ttctggtgaa 


gaaatgccga 


gctggtaaaa 


gaagttgcaa 


540 


gtagtgatta 


agaacaatcg 


ccaaatgatc 


aagggaaatt 


agagatcagt 


gagttgttta 


600 


tagttgagct 


gatcgacaac 


tatttcgggt 


ttactctcaa 


tttcggttat 


gttagtttga 


660 


acgtttggtt 


tattgtttcc 


ggtttagttg 


gttgtattta 


aagatttctc 


tgttagatgt 


720 


tgagaacact 


tgaatgaagg 


aaaaatttgt 


ccacatcctg 


ttgttatttt 


cgattcactt 


780 


tcggaatttc 


atagctaatt 


tattctcatt 


taataccaaa 


tccttaaatt 


aa 


832 



<210> 2 

<211> 141 

<212> PRT 

<213> Arabidopsis thaliana 
<200> 

<223> G481 polypeptide 



Page 2 



MBI-0022CIP. ST25 . txt 

<400> 2 

Met Ala Asp Thr Pro Ser Ser Pro Ala Gly Asp Gly Gly Glu Ser Gly 
15 10 15 

Gly Ser Val Arg Glu Gin Asp Arg Tyr Leu Pro lie Ala Asn lie Ser 
20 25 30 



Arg He Met Lys Lys Ala Leu Pro Pro Asn Gly Lys He Gly Lys Asp 
35 40 45 

Ala Lys Asp Thr Val Gin Glu Cys Val Ser Glu Phe He Ser Phe He 
50 55 60 

Thr Ser Glu Ala Ser Asp Lys Cys Gin Lys Glu Lys Arg Lys Thr Val 
65 70 75 80 

Asn Gly Asp Asp Leu Leu Trp Ala Met Ala Thr Leu Gly Phe Glu Asp 
85 90 95 



Tyr Leu Glu Pro Leu Lys He Tyr Leu Ala Arg Tyr Arg Glu Leu Glu 
100 105 110 



Gly Asp Asn Lys Gly Ser Gly Lys Ser Gly Asp Gly Ser Asn Arg Asp 
115 " 12 0 12 5 



Ala Gly Gly Gly Val Ser Gly Glu Glu Met Pro Ser Trp 
130 135 140 



<210> 3 

<211> 1065 

<212> DNA 

<213> Arabidopsis thaliana 
<200> 

<223> G482 

<400> 3 



tcgacccacg 


cgtccggaca 


cttaacaatt 


cacaccttct 


ctttttactc 


ttcctaaaac 


60 


cctaaatttc 


ctcgcttcag 


tcttcccact 


caagtcaacc 


accaattgaa 


ttcgatttcg 


120 


aatcattgat 


ggaaatgatt 


tgaaaaaaga 


gtaaagttta 


tttttttatt 


ccttgtaatt 


180 


ttcagaaatg 


ggggattccg 


acagggattc 


cggtggaggg 


caaaacggga 


acaaccagaa 


240 


cggacagtcc 


tccttgtctc 


caagagagca 


agacaggttc 


ttgccgatcg 


ctaacgtcag 


300 


ccggatcatg 


aagaaggcct 


tgcccgccaa 


cgccaagatc 


tctaaagatg 


ccaaagagac 


360 


gatgcaggag 


tgtgtctccg 


agttcatcag 


cttcgtcacc 


ggagaagcat 


ctgataagtg 


420 


tcagaaggag 


aagaggaaga 


cgatcaacgg 


agacgatttg 
Page 3 


ctctgggcta 


tgactactct 


480 
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aggttttgag gattatgttg agccattgaa agtttacttg cagaggttta gggagatcga 540 

aggggagagg actggactag ggaggccaca gactggtggt gaggtcggag agcatcagag 600 

agatgctgtc ggagatggcg gtgggttcta cggtggtggt ggtgggatgc agtatcacca 660 

acatcatcag tttcttcacc agcagaacca tatgtatgga gccacaggtg gcggtagcga 720 

cagtggaggt ggagctgcct ccggtaggac aaggacttaa caaagattgg tgaagtggat 7 80 

ctctctctgt atatagatac ataaatacat gtatacacat gcctattttt acgacccata 840 

taaggtatct atcatgtgat agaacgaaca ttggtgttgg tgatgtaaaa tcagatgtgc 900 

attaagggtt tagattttga ggctgtgtaa aagaagatca agtgtgcttt gttggacaat 960 

aggattcact aacgaatctg cttcattgga tcttgtatgt aactaaagcc attgtattga 1020 

atgcaaatgt tttcatttgg gatgctttaa aaaaaaaaaa aaaaa 1065 

<210> 4 
<211> 190 
<212> PRT 

<213> Arabidopsis thaliana 
<200> 

<223> G482 polypeptide 
<400> 4 

Met Gly Asp Ser Asp Arg Asp Ser Gly Gly Gly Gin Asn Gly Asn Asn 
15 10 15 

Gin Asn Gly Gin Ser Ser Leu Ser Pro Arg Glu Gin Asp Arg Phe Leu 
20 25 30 

Pro lie Ala Asn Val Ser Arg lie Met Lys Lys Ala Leu Pro Ala Asn 
35 40 45 

Ala Lys lie Ser Lys Asp Ala Lys Glu Thr Met Gin Glu Cys Val Ser 
50 55 60 

Glu Phe lie Ser Phe Val Thr Gly Glu Ala Ser Asp Lys Cys Gin Lys 
65 70 75 80 

Glu Lys Arg Lys Thr lie Asn Gly Asp Asp Leu Leu Trp Ala Met Thr 
85 90 95 

Thr Leu Gly Phe Glu Asp Tyr Val Glu Pro Leu Lys Val Tyr Leu Gin 
100 " 105 110 

Arg Phe Arg Glu lie Glu Gly Glu Arg Thr Gly Leu Gly Arg Pro Gin 
115 120 125 
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Thr Gly Gly Glu Val Gly Glu His Gin Arg Asp Ala Val Gly Asp Gly 
130 * 135 140 

Gly Gly Phe Tyr Gly Gly Gly Gly Gly Met Gin Tyr His Gin His His 
145 ' 150 155 160 

Gin Phe Leu His Gin Gin Asn His Met Tyr Gly Ala Thr Gly Gly Gly 
165 170 175 

Ser Asp Ser Gly Gly Gly Ala Ala Ser Gly Arg Thr Arg Thr 
180 185 190 

<210> 5 
<211> 486 
<212> DNA 

<213> Arabidopsis thaliana 
<200> 

<223> G485 
<400> 5 

atggcggatt cggacaacga ttcaggagga cacaaagacg gtggaaatgc ttcgacacgt 60 
gagcaagata ggtttctacc gatcgctaac gttagcagga tcatgaagaa agcacttcct 120 
gcgaacgcaa aaatctctaa ggatgctaaa gaaacggttc aagagtgtgt atcggaattc 180 
ataagtttca tcaccggtga ggcttctgac aagtgtcaga gagagaagag gaagacaatc 240 
aacggtgacg atcttctttg ggcgatgact acgctagggt ttgaggacta cgtggagcct 300 
ctcaaggttt atctgcaaaa gtatagggag gtggaaggag agaagactac tacggcaggg 3 60 
agacaaggcg ataaggaagg tggaggagga ggcggtggag ctggaagtgg aagtggagga 42 0 
gctccgatgt acggtggtgg catggtgact acgatgggac atcaattttc ccatcatttt 480 
tcttaa 

<210> 6 
<211> 161 
<212> PRT 

<213> Arabidopsis thaliana 
<200> 

<223> G485 polypeptide 
<400> 6 

Met Ala Asp Ser Asp Asn Asp Ser Gly Gly His Lys Asp Gly Gly Asn 
15 10 15 

Ala Ser Thr Arg Glu Gin Asp Arg Phe Leu Pro lie Ala Asn Val Ser 
20 25 30 
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Arg He Met Lys Lys Ala Leu Pro Ala Asn Ala Lys He Ser Lys Asp 
35 ~ 40 45 

Ala Lys Glu Thr Val Gin Glu Cys Val Ser Glu Phe He Ser Phe He 
50 55 60 

Thr Gly Glu Ala Ser Asp Lys Cys Gin Arg Glu Lys Arg Lys Thr He 
65 70 75 80 

Asn Gly Asp Asp Leu Leu Trp Ala Met Thr Thr Leu Gly Phe Glu Asp 
85 90 95 

Tyr Val Glu Pro Leu Lys Val Tyr Leu Gin Lys Tyr Arg Glu Val Glu 
100 105 HO 

Glv Glu Lys Thr Thr Thr Ala Gly Arg Gin Gly Asp Lys Glu Gly Gly 
115 120 125 

Gly Gly Gly Gly Gly Ala Gly Ser Gly Ser Gly Gly Ala Pro Met Tyr 
130 ' 135 140 

Glv Glv Gly Met Val Thr Thr Met Gly His Gin Phe Ser His His Phe 
145 150 155 160 



Ser 



<210> 7 
<211> 537 
<212> DNA 

<213> Arabidopsis thaliana 
<200> 

<223> G1364 
<400> 7 

atggcggagt cgcaggccaa gagtcccgga ggctgtggaa gccatgagag tggtggagat 
caaagtccca ggtcgttaca tgttcgtgag caagataggt ttcttccgat tgctaacata 120 
agccgtatca tgaaaagagg tcttcctgct aatgggaaaa tcgctaaaga tgctaaggag 180 
attgtgcagg aatgtgtctc tgaattcatc agtttcgtca ccagcgaagc gagtgataaa 240 
tgtcaaagag agaaaaggaa gactattaat ggagatgatt tgctttgggc aatggctact 300 
ttaggatttg aagactacat ggaacctctc aaggtttacc tgatgagata tagagagggt 360 
gacacaaagg gatcagcaaa aggtggggat ccaaatgcaa agaaagatgg gcaatcaagc 420 
caaaatggcc agttctcgca gcttgctcac caaggtcctt atgggaactc tcaagtaact 480 
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tttcctctct tctcttcaca ctcaagcaat acgcatcatt ctcttctaat ttgttaa 



537 



<210> 8 

<211> 178 

<212> PRT 

<213> Arabidopsis thaliana 
<200> 

<223> G1364 polypeptide 

<400> 8 

Met Ala Glu Ser Gin Ala Lys Ser Pro Gly Gly Cys Gly Ser His Glu 
1 5 10 15 

Ser Gly Gly Asp Gin Ser Pro Arg Ser Leu His Val Arg Glu Gin Asp 
20 25 30 

Arg Phe Leu Pro He Ala Asn He Ser Arg He Met Lys Arg Gly Leu 
35 40 45 

Pro Ala Asn Gly Lys He Ala Lys Asp Ala Lys Glu He Val Gin Glu 
50 55 60 

Cys Val Ser Glu Phe He Ser Phe Val Thr Ser Glu Ala Ser Asp Lys 
65 70 75 80 

Cys Gin Arg Glu Lys Arg Lys Thr He Asn Gly Asp Asp Leu Leu Trp 
85 90 95 

Ala Met Ala Thr Leu Gly Phe Glu Asp Tyr Met Glu Pro Leu Lys Val 
100 105 HO 

Tyr Leu Met Arg Tyr Arg Glu Gly Asp Thr Lys Gly Ser Ala Lys Gly 
115 ~ 120 125 

Gly Asp Pro Asn Ala Lys Lys Asp Gly Gin Ser Ser Gin Asn Gly Gin 
130 135 140 

Phe Ser Gin Leu Ala His Gin Gly Pro Tyr Gly Asn Ser Gin Val Thr 
145 150 155 160 

Phe Pro Leu Phe Ser Ser His Ser Ser Asn Thr His His Ser Leu Leu 
165 170 175 



He Cys 
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<210> 9 

<211> 687 

<212> DNA 

<213> Arabidopsis thaliana 
<200> 

<223> G2345 



<400> 9 
atggccgaat 


cgcaaaccgg 


tggtggtggt 


ggtggaagcc 


atgagagtgg 


cggtgatcag 


60 


aacccaaaat 


ctttgaatgt 


tcgtgagcag 


gacaggtttc 


ttccgattgc 


taacataagc 


120 


cgtatcatga 


agagaggttt 


acctctaaat 


ggcaaaatcg 


etaaagatge 


taaagagact 


180 


acgcagy cici u 


nfrrt" ft* ft" CI a 


at teat cage 


ttcgtcacca gcgaggctag 


tgataagtgc 


240 


caaagagaga 


aaaggaagac 


catcaatgga 


gatgatttgc 


tttgggctat 


ggecacttta 


300 


ggattcgaag 


attacatcga 


tcccctcaag 


gtttacctga 


tgegatatag 


agagatggag 


360 


ggtgacacta 


aaggatcagg 


aaaaggcggg 


gaatcgagtg 


caaagagaga 


tggtcaacca 


420 


agccaagtgt 


ctcagttctc 


gcaggttcct 


caacaaggct 


cattctcaca 


gggtccttat 


480 


ggaaactctc 


aatctctgag 


gttcggcaat 


agcatcgagc 


atcttgaagt 


gttaatgagt 


540 


agtactagga 


cactattcat 


cacaatcttc 


cgagactcga 


etatgectgt 


tgtgtctgag 


600 


aatctgagtg 


atccactttc 


catagatatg 


gattgtgaag 


ctatttatca 


ccacttcatt 


660 


ggcctgttga 


ttctttcatg 


caagtga 








687 



<210> 10 

<211> 228 

<212> PRT 

<213> Arabidopsis thaliana 
<200> 

<223> G2345 polypeptide 

<400> 10 

Met Ala Glu Ser Gin Thr Gly Gly Gly Gly Gly Gly Ser His Glu Ser 
X 5 10 15 

Glv Gly Asp Gin Ser Pro Arg Ser Leu Asn Val Arg Glu Gin Asp Arg 
20 25 30 

Phe Leu Pro He Ala Asn He Ser Arg He Met Lys Arg Gly Leu Pro 
35 40 45 

Leu Asn Gly Lys He Ala Lys Asp Ala Lys Glu Thr Met Gin Glu Cys 
50 55 60 

Val Ser Glu Phe He Ser Phe Val Thr Ser Glu Ala Ser Asp Lys Cys 
65 70 75 80 
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Gin Arg Glu Lys Arg Lys Thr He Asn Gly Asp Asp Leu Leu Trp Ala 
85 90 95 

Met Ala Thr Leu Gly Phe Glu Asp Tyr He Asp Pro Leu Lys Val Tyr 
100 105 HO 

Leu Met Arg Tyr Arg Glu Met Glu Gly Asp Thr Lys Gly Ser Gly Lys 
115 120 125 

Gly Gly Glu Ser Ser Ala Lys Arg Asp Gly Gin Pro Ser Gin Val Ser 
130 135 140 

Gin Phe Ser Gin Val Pro Gin Gin Gly Ser Phe Ser Gin Gly Pro Tyr 
145 150 155 160 

Gly Asn Ser Gin Ser Leu Arg Phe Gly Asn Ser He Glu His Leu Glu 
165 170 175 

Val Leu Met Ser Ser Thr Arg Thr Leu Phe He Thr He Phe Arg Asp 
180 185 190 

Ser Thr Met Pro Val Val Ser Glu Asn Leu Ser Asp Pro Leu Ser He 
195 200 205 

Asp Met Asp Cys Glu Ala He Tyr His His Phe He Gly Leu Leu He 
210 215 220 

Leu Ser Cys Lys 
225 

<210> 11 

<211> 1131 

<212> DNA 

<213> Glycine max 

<200> 

< 2 2 3 > GLYMA- 2 8NOV0 1 - CLUSTER2 4 8 3 9_1 
<400> 11 

attcggctcg agataatcca gagagaggag agagaagtaa aaaggtggag gaagaagcga 6 0 

aaagcgagtg agggcagtgt tgcttaataa aagaaaacga acggtggtga taggcttcag 12 0 
tctagatctc aatcgtctcc accttgcttt cttctccagc gtccgattct ctcaccgatc 180 
tcgcgccaaa tacaaattcg tgtcaaccca acccagggtt ccggcgagca tggccgacgg 240 
tccggctagc ccaggcggcg gcagccacga gagcggcgac cacagccctc gctctaacgt 300 
gcgcgagcag gacaggtacc tccctatcgc taacataagc cgcatcatga agaaggcact 360 
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tcctgccaac ggtaaaatcg caaaggacgc caaagagacc gttcaggaat gcgtctccga 420 
gttcatcagc ttcatcacca gcgaggcctc tgataagtgt cagagagaaa agagaaagac 480 
tattaacggc gatgatttgc tctgggcgat ggccactctc ggtttcgagg attatatgga 540 
tcctcttaaa atttacctca ctagataccg agagatggag ggtgatacga agggctctgc 600 
caagggtgga gactcatctg ctaagagaga tgttcagcca agtcctaatg ctcagcttgc 660 
tcatcaaggt tctttctcac aaaatgttac ttacccgaat tctcagggtc gacatatgat 720 
ggttccaatg caaggcccgg agtaggtatc aagtttatta ttgaccctct tgttgtaacg 
tatgttttct acgccagtta ccaagtgctc acggcatatt gaatgtcttt ttatgttatg 
tgaatactga caggagatgt tggttcttgt gtccgttttt ttttttaaat taaggtttgt 
atattatctt tggattcgaa ttattatttg aaagttatta ttatattgta aatcctagag 960 
ccctgttgtc tgaatccatc aggcggcttg gtaaagaccg agattttagg actgattgta 1020 
agcataaatc cgaatattct tttcctaatt tctttgcgca ataatgtatg aaaaaggctc 1080 
gagcttcttt ttaaaaaaaa aaaaaaagga acaaaaaaaa aaaagggggg g 

<210> 12 

<211> 171 

<212> PRT 

<213> Glycine max 

<200> 

<223> GLYMA-2 8NOV01-CLUSTER24 8 3 9_1 polypeptide 
<400> 12 

Met Ala Asp Gly Pro Ala Ser Pro Gly Gly Gly Ser His Glu Ser Gly 
1 5 10 15 

Asp His Ser Pro Arg Ser Asn Val Arg Glu Gin Asp Arg Tyr Leu Pro 
20 25 30 

He Ala Asn He Ser Arg He Met Lys Lys Ala Leu Pro Ala Asn Gly 
35 40 45 

Lys He Ala Lys Asp Ala Lys Glu Thr Val Gin Glu Cys Val Ser Glu 
50 55 60 

Phe He Ser Phe He Thr Ser Glu Ala Ser Asp Lys Cys Gin Arg Glu 
65 70 75 80 

Lvs Arq Lys Thr He Asn Gly Asp Asp Leu Leu Trp Ala Met Ala Thr 
85 90 95 
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Leu Gly Phe Glu Asp Tyr Met Asp Pro Leu Lys lie Tyr Leu Thr Arg 
100 105 HO 

Tyr Arg Glu Met Glu Gly Asp Thr Lys Gly Ser Ala Lys Gly Gly Asp 
115 120 125 

Ser Ser Ala Lys Arg Asp Val Gin Pro Ser Pro Asn Ala Gin Leu Ala 
130 " ~ 135 140 

His Gin Gly Ser Phe Ser Gin Asn Val Thr Tyr Pro Asn Ser Gin Gly 
145 150 155 160 

Arg His Met Met Val Pro Met Gin Gly Pro Glu 
165 170 



<210> 13 

<211> 993 

<212> DNA 

<213> Glycine max 

<200> 

< 2 2 3 > GLYMA- 2 8NOV0 1 - CLUSTER3 1 1 0 3_1 

<400> 13 

attcggctcg ggaggaacgt gaaagtaaaa cggacggtgg cgatagaagc gtctctcatc 



60 
120 
180 
240 
300 



tccatcgtct cctcactcct ctcttctcca gcgttcattt tttctcgcgc ccaaatacaa 

aatcacatca caacagggtt ccggcgacca tgtccgatgc tccggcgagt ccatgcggcg 

gcggcggcgg aggcagccac gagagcggcg agcacagtcc ccgctccaat ttccgcgagc 

aggaccgctt cctccccatc gccaacatca gccgcatcat gaagaaagcg cttcctccca 

acgggaaaat cgccaaggac gccaaggaaa ccgtgcagga atgcgtctcc gagttcatca 360 

gcttcgtcac cagcgaagcg agcgataagt gtcagagaga gaagaggaag accatcaacg 420 

gcgacgattt gctttgggct atgaccactt taggtttcga ggagtatatt gatccgctca 480 

aggtttacct cgccgcttac agagagattg agggtgattc aaagggttcg gccaagggtg 54 0 

gagatgcatc tgctaagaga gatgtttatc agagtcctaa tggccaggtt gctcatcaag 600 

gttctttctc acaaggtgtt aattatacga attcttagcc ccaggctcaa catatgatag 660 

ttccgatgca aggccaagag tagatattga tcctctcctt cagtgtttga catgtgtgat 720 

ctaaatgcca gtggaacttt tatgtcaata tgtgcccttg gtatattgaa tgcattttat 

gttatgtaaa cactacatgc ggggatgttg gttcttgtga ccagatatta tttattaaga 

cttacattta tctttggaaa agaatcatta ttcataagtt atattgtaaa ttctggaaca 

atgcttgtct gattccatca atcgtcctgg taacgatttt atgtacctga ttggaagcat 

aaattggtat attctttccc ttcgttgtct gtt 
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<210> 14 

<211> 162 

<212> PRT 

<213> Glycine max 

<200> 

<223> GLYMA-2 8NOV01-CLUSTER31103_1 polypeptide 
<400> 14 

Met Ser Asp Ala Pro Ala Ser Pro Cys Gly Gly Gly Gly Gly Gly Ser 
15 io 15 

His Glu Ser Gly Glu His Ser Pro Arg Ser Asn Phe Arg Glu Gin Asp 
20 25 30 

Arg Phe Leu Pro He Ala Asn He Ser Arg He Met Lys Lys Ala Leu 
35 40 45 

Pro Pro Asn Gly Lys He Ala Lys Asp Ala Lys Glu Thr Val Gin Glu 
50 1 55 60 

Cvs Val Ser Glu Phe He Ser Phe Val Thr Ser Glu Ala Ser Asp Lys 
65 70 75 80 

Cys Gin Arg Glu Lys Arg Lys Thr He Asn Gly Asp Asp Leu Leu Trp 
85 90 95 

Ala Met Thr Thr Leu Gly Phe Glu Glu Tyr He Asp Pro Leu Lys Val 
100 105 HO 

Tyr Leu Ala Ala Tyr Arg Glu He Glu Gly Asp Ser Lys Gly Ser Ala 
115 120 125 

Lys Gly Gly Asp Ala Ser Ala Lys Arg Asp Val Tyr Gin Ser Pro Asn 
130 135 140 

Gly Gin Val Ala His Gin Gly Ser Phe Ser Gin Gly Val Asn Tyr Thr 
145 150 155 160 



Asn Ser 



<210> 15 

<211> 1000 

<212> DNA 

<213> Glycine max 

<200> 
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< 2 2 3 > GLYMA - 2 8NOV0 1 - CLUSTER3 3 5 0 4_1 

<400> 15 _ . 

taataaggtt gtatatggtt tggtgggatg gctcgagagt ctttagaaaa gatatccatg 

gctgagtccg acaacgagtc aggaggtcac acggggaacg cgagcgggag caacgagttg 

tccggttgca gggagcaaga caggttcctc ccaatagcaa acgtgagcag gatcatgaag 

aaggcgttgc cggcgaacgc gaagatatcg aaggaggcga aggagacggt gcaggagtgc 

gtgtcggagt tcatcagctt cataacagga gaggcttccg ataagtgcca gaaggagaag 

aggaagacga tcaacggcga cgatcttctc tgggccatga ctaccctggg cttcgaggac 

tacgtggatc ctctcaagat ttacctgcac aagtataggg agatggaggg ggagaaaacc 

gctatgatgg gaaggccaca tgagagggat gagggttatg gccatggcca tggtcatgca 

actcctatga tgacgatgat gatggggcat cagccccagc accagcacca gcaccagcac 

cagcaccagc accagggaca cgtgtatgga tctggatcag catcttctgc aagaactaga 

taacatgtgt catctgttta agcttaattg attttattat gaggatgata tgatataaga 660 

tttatattcg tatatgtttg gttttagaaa tacaccagct ccagcttgta attgcttgaa 720 

acttccttgt tgagagaata tagacattat tgtggatggt gatgtggcat atgtggcata 780 

cacagaattt ttgtattctt ctttctctct atggattttt gtgtaagggc aggactatgg 840 

ctttgtttgc tgatcgtata gctagtatgg tgctatctag gttcggattt ttttcttttt 

catgtataat gaaaaattaa cggaggaaat tactcttacg ttactttgaa attaattaac 

taaatcccgc ttctgccttt ttttttttct cctttctgag 

<210> 16 

<211> 181 

<212> PRT 

<213> Glycine max 

<200> 

<223> GLYMA-28NOV01-CLUSTER33504_1 polypeptide 
<400> 16 

Met Ala Glu Ser Asp Asn Glu Ser Gly Gly His Thr Gly Asn Ala Ser 
15 10 15 

Gly Ser Asn Glu Leu Ser Gly Cys Arg Glu Gin Asp Arg Phe Leu Pro 
20 25 30 

He Ala Asn Val Ser Arg He Met Lys Lys Ala Leu Pro Ala Asn Ala 
35 40 45 

Lvs He Ser Lys Glu Ala Lys Glu Thr Val Gin Glu Cys Val Ser Glu 
50 55 60 
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900 
960 
1000 
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Phe He Ser Phe He Thr Gly Glu Ala Ser Asp Lys Cys Gin Lys Glu 
65 70 75 80 

Lys Arg Lys Thr He Asn Gly Asp Asp Leu Leu Trp Ala Met Thr Thr 
85 90 95 

Leu Gly Phe Glu Asp Tyr Val Asp Pro Leu Lys He Tyr Leu His Lys 
100 105 HO 

Tyr Arg Glu Met Glu Gly Glu Lys Thr Ala Met Met Gly Arg Pro His 
115 120 125 

Glu Arg Asp Glu Gly Tyr Gly His Gly His Gly His Ala Thr Pro Met 
130 L 135 140 

Met Thr Met Met Met Gly His Gin Pro Gin His Gin His Gin His Gin 
145 150 155 160 

His Gin His Gin His Gin Gly His Val Tyr Gly Ser Gly Ser Ala Ser 
165 170 175 

Ser Ala Arg Thr Arg 
180 

<210> 17 

<211> 620 

<212> DNA 

<213> Glycine max 

<220> 

<221> misc_ feature 

<222> (560) . . (560) 

<223> n is a, c, g, or t 

<200> 

<223> G3476 GLYMA- 2 8NOV0 1 -CLUSTER3 3 5 04_3 
<400> 17 

tgaagaagat tcctggattg attgtgaaga tggctgagtc ggacaacgac tcgggagggg 60 

cgcagaacgc gggaaacagt ggaaacttga gcgagttgtc gcctcgggaa caggaccggt 12 0 

ttctccccat agcgaacgtg agcaggatca tgaagaaggc cttgccggcg aacgcgaaga 180 

tctcgaagga cgcgaaggag acggtgcagg aatgcgtgtc ggagttcatc agcttcataa 24 0 

cgggtgaggc gtcggacaag tgccagaggg agaagcgcaa gaccatcaac ggcgacgatc 300 

ttctctgggc catgacaacc ctgggattcg aagagtacgt ggagcctctg aagatttacc 360 

tccagcgctt ccgcgagatg gagggagaga agaccgtggc cgcccgcgac tcttctaagg 42 0 
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actcggcctc cgcctcctcc tatcatcagg gacacgtgta cggctcccct gcctaccatc 480 
atcaagtgcc tgggcccact tatcctgccc ctggtagacc cagatgacgt gctcctctat 540 
tcgccactcc ctagactttn tatattatat tatttaatta aactctcttc tccactcaac 
ctttgcaaga tcactgggtt 

<210> 18 

<211> 165 

<212> PRT 

<213> Glycine max 

<200> 

<223> G3476 GLYMA-2 8NOV01-CLUSTER3 3 5 04_3 polypeptide 
<400> 18 

Met Ala Glu Ser Asp Asn Asp Ser Gly Gly Ala Gin Asn Ala Gly Asn 
15 10 15 

Ser Gly Asn Leu Ser Glu Leu Ser Pro Arg Glu Gin Asp Arg Phe Leu 
20 25 30 

Pro lie Ala Asn Val Ser Arg lie Met Lys Lys Ala Leu Pro Ala Asn 
35 40 45 

Ala Lys lie Ser Lys Asp Ala Lys Glu Thr Val Gin Glu Cys Val Ser 
50 55 60 

Glu Phe lie Ser Phe lie Thr Gly Glu Ala Ser Asp Lys Cys Gin Arg 
65 70 75 80 

Glu Lys Arg Lys Thr He Asn Gly Asp Asp Leu Leu Trp Ala Met Thr 
85 90 95 

Thr Leu Gly Phe Glu Glu Tyr Val Glu Pro Leu Lys He Tyr Leu Gin 
100 105 HO 

Arg Phe Arg Glu Met Glu Gly Glu Lys Thr Val Ala Ala Arg Asp Ser 
115 120 125 

Ser Lys Asp Ser Ala Ser Ala Ser Ser Tyr His Gin Gly His Val Tyr 
130 135 140 

Gly Ser Pro Ala Tyr His His Gin Val Pro Gly Pro Thr Tyr Pro Ala 
145 150 155 160 



Pro Gly Arg Pro Arg 
165 
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<210> 19 

<211> 1872 

<212> DNA 

<213> Glycine max 

<200> 

<223> G3475 GLYMA- 2 8NOV01 -CLUSTER3 3 504_5 

<400> 19 



aacataaata 




L L LLU^ddua 


L L I- L» *— L cidcica. 


agtatgaaca 


taaatttaaa 


60 


i_4__+_4__ i_ 4- 4_ 4_ 

ttattattcc 


— »4— --s+— +— +— — }~^-|— /T 

acacLUaaLg 


La L L LaL,a L L 


aatttattta 

aaLLLaL.c^.y 


tcttacatac 


acttgtaatg 


120 


ttctccttat 


—,■1-4-+-— ,+-+--,— 




y La La La uaa. 


aaaaaaaatt 

Q-^J CA LA LL LA LA L- 


ttgagaattt 


180 


gaataaaata 


agagtgtcca 


ay LLay ayy l 


y ay l a Ly <— y ^ 


cagat accaa 


ageaaeggtc 


240 


cagatcatgg 


agcacccacc 






atccatacaa 


actcacactt 


300 


atcgcccaac 


aacgguccac 




y l y l l l l l a a 


aataaaacat 

LV Ll LA LiLJ L— 


tattaaccct 


360 


tctgatccaa 


cggat cc tgc 


LCdLLdCLLL 


LLdddLddyL 


rrtt"ccattc 

V L L L V — L ^ L L L» 


cgtttcacct 


420 


ttcctcttcc 


cgccggagcc 


1—t t~* \- ^ c* /"* 

yccgLCdccc 


yLLyLLyy La 


a t~ cert - atcaa 

a l l ^-j l a. l l t-*-^ 


accct cccaa 


480 


tacaccgtct 


ccgacttcca 


y— f <— . s-t —I /— T — 1 — > 4— 4— <— f 

cgcagaat. cy 


LctLyaL L L a L 


i era fhfraat 

L y a l l l l a a l 


tttcaaatct 


540 


tgaggat 1 1 c 


4— 4— 4— /— • —j — \ -~\ f~r 

yLLLCddCdy 


L y L L LLddL L 


L y uLVj L C*.*-J v-4. c* 


aaactgagtc 


aaaccaattc 


600 


t cccagagt t 


z—i /— * 4— /-»f —5 /— i 4— 4— >*frt 

cgugac u ugg 


ct L- LL ULddL L 


L CI LLy L L L C*. L 


t ccgaat aga 


at ttgaaac t 


660 


ccgaagaaaa 


ctycaccgad 


LaLLyaaLLL 


Lay l LaLLy a 


ggagc ttc t t 


ctacgaaccg 


720 


tgc t taattc 


cacacagaaa 


LaLLy ay l La 


a a l Lyy l l. l y 


tactatattc 


QtQQttcaaa 


780 


ttctcaatcg 


aaatt tgaaa 


4— 4— ^« — . s~>t — k a — * — x 

Ltcagaagaa 


ddLLLJLdLLy 


a a l a l ay a a l 


1" t" raaaatct 


840 


gaacaagtt t 


cccccgutaa 


CagCdCLLCd 


a l l LLdLy l y 


aaa raaaaat 

y ci ex. l aay t*ci l 


caaaccgt t t 


900 


cgtggttcgg 


attctcaatt 


.— 1 -— * 4— , — 1 4— j— 1 « — V \~ 

CCLCgLCCdL 


LLyLddLLyd 


L L L L L d a a L L 


rraaaaaaaa 

V—*' K** ^-j tA LA LA LI LA LA 


960 


ccgctccgaa 


cactgaattt 


cagactctga 


acagegaaca 


gtacttcaag 


ttcacgtgga 


102 0 


acgagtcaaa 


gcgattccaa 


teaatttege 


gaactcctcc 


aeggtgaact 


ccgatatttt 


1080 


cctgcactga 


cttagtgatt 


cgtttcatat 


ttctcagctt 


cgattatccg 


tttgtcgatg 


1140 


gcggactcgg 


acaacgactc 


cggcggcgcg 


cacaacgccg 


ggaaggggag 


cgagatgtcg 


1200 


ccgcgggagc 


aggaccggtt 


cctgccgatc 


gcgaacgtga 


gccgcatcat 


gaagaaggcg 


1260 


ctgccggcga 


acgcgaagat 


ctcgaaggac 


gcgaaggaga 


cggtgcagga 


gtgcgtgtcg 


1320 


gagttcatca 


gcttcatcac 


cggcgaggcc 


tccgacaagt 


gecageggga 


gaagcgcaag 


1380 


acgatcaacg 


gcgacgacct 


gctctgggcg 


atgaccactc 


teggcttega 


ggactacgtc 


1440 


gagcctctca 


agggctacct 


ccagcgcttc 


cgagaaatgg 


aaggagagaa 


gaccgtggcg 


1500 


gcgcgtgaca 


aggacgcgcc 


tcctcctacc 


aatgetacca 


acagtgecta 


cgagagtcct 


1560 
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agttatgctg ctgctcctgg tggaatcatg atgcatcagg gacacgtgta cggttctgcc 1620 

ggcttccatc aagtggctgg tggtgctata aagggtgggc ctgtttatcc cgggcctgga 1680 

tccaatgccg gtaggcccag gtagatgggc ctatgttatt attattatta ttattcttat 1740 

tcgtaagtta aaagaaatgt gagattcaaa gtggtgatta agtgaattag taacaaaaaa 1800 

gtgcgactca gttgattaaa aatatatata aattattata agtcttttaa tatgtttttg 1860 
attctcacac at 

<210> 20 

<211> 188 

<212> PRT 

<213> Glycine max 

<200> 

<223> G3475 GLYMA- 2 8NOV0 1 -CLUSTER3 3 504_5 polypeptide 
<400> 20 

Met Ala Asp Ser Asp Asn Asp Ser Gly Gly Ala His Asn Ala Gly Lys 
15 10 15 

Gly Ser Glu Met Ser Pro Arg Glu Gin Asp Arg Phe Leu Pro lie Ala 
20 25 30 

Asn Val Ser Arg lie Met Lys Lys Ala Leu Pro Ala Asn Ala Lys lie 
35 40 45 

Ser Lys Asp Ala Lys Glu Thr Val Gin Glu Cys Val Ser Glu Phe lie 
50 55 60 

Ser Phe lie Thr Gly Glu Ala Ser Asp Lys Cys Gin Arg Glu Lys Arg 
65 70 75 80 

Lys Thr lie Asn Gly Asp Asp Leu Leu Trp Ala Met Thr Thr Leu Gly 
85 90 95 

Phe Glu Asp Tyr Val Glu Pro Leu Lys Gly Tyr Leu Gin Arg Phe Arg 
100 105 110 

Glu Met Glu Gly Glu Lys Thr Val Ala Ala Arg Asp Lys Asp Ala Pro 
115 120 125 

Pro Pro Thr Asn Ala Thr Asn Ser Ala Tyr Glu Ser Pro Ser Tyr Ala 
130 135 140 

Ala Ala Pro Gly Gly He Met Met His Gin Gly His Val Tyr Gly Ser 
145 150 155 160 
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Ala Gly Phe His Gin Val Ala Gly Gly Ala He Lys Gly Gly Pro Val 
165 170 175 

Tyr Pro Gly Pro Gly Ser Asn Ala Gly Arg Pro Arg 
180 185 



<210> 21 

<211> 521 

<212> DNA 

<213> Glycine max 












<200> 

< 2 2 3 > GLYMA- 2 8NOV0 1 - CLUSTER3 3504 


_6 








<400> 21 
agactttagc 


tttacacaac 


atattattgt 


aaggctagct 


agctagccat 


ggctgagtcg 


60 


gacaacgagt 


ccggaggtca 


cacggggaac 


gcaagcggaa 


gcaacgaatt 


ctccggttgc 


120 


agggagcaag 


acaggttcct 


tccgatagcg 


aacgtgagca 


ggatcatgaa 


gaaggcgttg 


180 


ccggcgaacg 


cgaagatctc 


gaaggaggcg 


aaggagacgg 


tgcaggagtg 


cgtgtcggag 


240 


ttcatcagct 


tcataacagg 


agaagcgtcc 


gataagtgcc 


agaaggagaa 


gaggaagacg 


300 


atcaacggcg 


atgatctgct 


gtgggccatg 


accacgctgg 


ggttcgagga 


gtacgtggag 


360 


cctctcaagg 


tttatctgca 


taagtatagg 


gagctggaag 


gggagaaaac 


tgctatgatg 


420 


ggaaggccac 


atgagaggga 


tgagggttat 


ggtcatgcaa 


ctcctatgat 


gatcatgatg 


480 


gggcatcagc 


agcagcagca 


tcagggacac 


gtgtatggat 


c 




521 



<210> 22 

<211> 158 

<212> PRT 

<213> Glycine max 



<220> 

<221> misc_f eature 
<222> (158) . . (158) 

<223> Xaa can be any naturally occurring amino acid 
<200> 

<223> GLYMA-2 8NOV01-CLUSTER3 3 504_6 polypeptide 
<400> 22 

Met Ala Glu Ser Asp Asn Glu Ser Gly Gly His Thr Gly Asn Ala Ser 
15 10 15 

Gly Ser Asn Glu Phe Ser Gly Cys Arg Glu Gin Asp Arg Phe Leu Pro 
20 25 30 
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He Ala Asn Val Ser Arg He Met Lys Lys Ala Leu Pro Ala Asn Ala 
35 40 45 

Lys He Ser Lys Glu Ala Lys Glu Thr Val Gin Glu Cys Val Ser Glu 
50 55 60 

Phe He Ser Phe He Thr Gly Glu Ala Ser Asp Lys Cys Gin Lys Glu 
65 70 75 80 

Lys Arg Lys Thr He Asn Gly Asp Asp Leu Leu Trp Ala Met Thr Thr 
85 90 95 

Leu Gly Phe Glu Glu Tyr Val Glu Pro Leu Lys Val Tyr Leu His Lys 
100 105 HO 

Tyr Arg Glu Leu Glu Gly Glu Lys Thr Ala Met Met Gly Arg Pro His 
115 120 125 

Glu Arg Asp Glu Gly Tyr Gly His Ala Thr Pro Met Met He Met Met 
13 0 ~ 13 5 14 0 

Gly His Gin Gin Gin Gin His Gin Gly His Val Tyr Gly Xaa 
145 150 155 



<210> 23 

<211> 556 

<212> DNA 

<213> Glycine max 

<200> 

<223> G3 471 GLYMA-2 8NOV01 -CLUSTER4 7 7 8_1 

<400> 23 



gtagggtttg 


tgagatgtcg 


gatgcgccac 


cgagcccgac 


tcatgagagt 


gggggcgagc 


60 


agagcccgcg 


cggttcgtcg 


tccggcgcga 


gggagcagga 


ccggtacctc 


ccgattgcca 


120 


acatcagccg 


cattatgaag 


aaggctctgc 


ctcccaacgg 


caagattgca 


aaggatgcca 


180 


aagacaccat 


gcaggaatgc 


gtttctgagt 


tcatcagctt 


cattaccagc 


gaggcgagtg 


240 


agaaatgcca 


gaaggagaag 


agaaagacaa 


tcaatggaga 


cgatttgcta 


tgggccatgg 


300 


ccactttagg 


atttgaagac 


tacatagagc 


cgcttaaggt 


gtacctggct 


aggtacagag 


360 


aggcggaggg 


tgacactaaa 


ggatctgcta 


gaagtggtga 


tggatctgct 


acaccagatc 


420 


aagttggcct 


tgcaggtcaa 


aattctcagc 


ttgttcatca 


gggttcgctg 


aactatattg 


480 


gtttgcaggt 


gcaaccacaa 


catctggtta 


tgccttcaat 


gcaaagccat 


gaatagttta 


540 


gatgcttcta 


cgcatc 










556 
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<210> 24 

<211> 173 

<212> PRT 

<213> Glycine max 

<200> 

<223> G3471 GLYMA- 2 8NOV0 1 - CLUSTER4 7 7 8_1 polypeptide 
<400> 24 

Met Ser Asp Ala Pro Pro Ser Pro Thr His Glu Ser Gly Gly Glu Gin 
15 10 15 

Ser Pro Arg Gly Ser Ser Ser Gly Ala Arg Glu Gin Asp Arg Tyr Leu 
20 25 30 

Pro lie Ala Asn lie Ser Arg lie Met Lys Lys Ala Leu Pro Pro Asn 
35 40 45 

Gly Lys He Ala Lys Asp Ala Lys Asp Thr Met Gin Glu Cys Val Ser 
50 55 60 

Glu Phe He Ser Phe He Thr Ser Glu Ala Ser Glu Lys Cys Gin Lys 
65 70 75 80 

Glu Lys Arg Lys Thr He Asn Gly Asp Asp Leu Leu Trp Ala Met Ala 
85 90 95 

Thr Leu Gly Phe Glu Asp Tyr He Glu Pro Leu Lys Val Tyr Leu Ala 
100 105 HO 

Arg Tyr Arg Glu Ala Glu Gly Asp Thr Lys Gly Ser Ala Arg Ser Gly 
115 120 125 

Asp Gly Ser Ala Thr Pro Asp Gin Val Gly Leu Ala Gly Gin Asn Ser 
130 135 140 

Gin Leu Val His Gin Gly Ser Leu Asn Tyr He Gly Leu Gin Val Gin 
145 150 155 160 

Pro Gin His Leu Val Met Pro Ser Met Gin Ser His Glu 
165 170 



<210> 25 

<211> 939 

<212> DNA 

<213> Glycine max 



<220> 

<221> misc feature 
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<222> (596) . . (596) 

<223> n is a, c, g, or t 

<220> 

<221> misc__f eature 

<222> (762) . . (762) 

<223> n is a, c, g, or t 

<220> 

<221> misc_f eature 

<222> (767) . . (767) 

<223> n is a, c, g, or t 

<220> 

<221> misc_feature 

<222> (769) . . (769) 

<223> n is a, c, g, or t 

<220> 

<221> misc_feature 

<222> (775) . . (775) 

<223> n is a, c, g, or t 

<220> 

<221> misc_feature 

<222> (786) . . (786) 

<223> n is a, c, g, or t 

<200> 

<223> G3470 GLYMA- 2 8NOV0 1 - CLUSTER4 7 7 8_3 

<400> 25 



taatatagtg 


cggctcgagc 


tctgctttct 


gtgttattgt 


ctggcttttg 


gagccgatcc 


60 


aaccaatcat 


cgctggcgcc 


aaatacaaaa 


tctcatccct 


tcccctttct 


cttactgact 


120 


ctctttgtca 


ccgggtttgt 


gagatgtcgg 


atgcaccggc 


gagtccgagt 


cacgagagtg 


180 


gtggcgagca 


gagccctcgc 


ggctcgttgt 


ccggcgcggc 


tagagagcag 


gaccggtacc 


240 


ttcccattgc 


caacatcagc 


cgcatcatga 


agaaggctct 


gcctcccaat 


ggcaagattg 


300 


cgaaggatgc 


aaaagacaca 


atgcaagaat 


gcgtttctga 


attcatcagc 


ttcattacca 


360 


gcgaggcgag 


tgagaaatgc 


cagaaggaga 


agagaaagac 


aatcaatgga 


gacgatttac 


420 


tatgggccat 


ggcaacttta 


gggtttgaag 


actacattga 


gccgcttaag 


gtgtacctgg 


480 


ctaggtacag 


agaggcggag 


ggtgacacta 


aaggatctgc 


tagaagtggt 


gatggatctg 


540 


ctagaccaga 


tcaagttggc 


cttgcaggtc 


aaaatgctca 


ggtgcaacca 


caacantctg 


600 


gttatgcctt 


caatgcaagg 


ccatgaatag 


tttagatgct 


tctacgcatc 


ttatttattt 


660 


cccttgaatg 


cttgtacgca 


tggcatgggt 


ggaaccaatt 


gtctggtaaa 


aaaatggggg 


720 


ggctctcgtc 


cccccgggtg 


ggggggtttt 


gtttcggtac 


tngtgtngnt 


ttttnttaaa 


780 


acacgncttg 


tagcgggtgt 


ttctcttctc 


aagggagaga 


tgtgtttagg 


gttatgctag 


840 


tgattcgaaa 


tgtagcttgt 


cagggtgaga 


agcacttgct 


tttagagttt 


tctttagatt 


900 
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attatataag agagaatatt tgcagacaaa aagacttac 



939 



<210> 26 

<211> 160 

<212> PRT 

<213> Glycine max 



<220> 

<22 1> misc_f eature 
<222> (151) . . (151) 

<223> Xaa can be any naturally occurring amino acid 
<200> 

<223> G3470 GLYMA-2 8NOV01 -CLUSTER477 8_3 polypeptide 
<400> 26 

Met Ser Asp Ala Pro Ala Ser Pro Ser His Glu Ser Gly Gly Glu Gin 
15 10 15 



Ser Pro Arg Gly Ser Leu Ser Gly Ala Ala Arg Glu Gin Asp Arg Tyr 
20 25 30 



Leu Pro lie Ala Asn lie Ser Arg lie Met Lys Lys Ala Leu Pro Pro 
35 40 45 



Asn Gly Lys lie Ala Lys Asp Ala Lys Asp Thr Met Gin Glu Cys Val 
50 55 60 



Ser Glu Phe lie Ser Phe lie Thr Ser Glu Ala Ser Glu Lys Cys Gin 
65 70 75 80 



Lys Glu Lys Arg Lys Thr lie Asn Gly Asp Asp Leu Leu Trp Ala Met 
85 90 95 



Ala Thr Leu Gly Phe Glu Asp Tyr lie Glu Pro Leu Lys Val Tyr Leu 
100 105 110 



Ala Arg Tyr Arg Glu Ala Glu Gly Asp Thr Lys Gly Ser Ala Arg Ser 
115 120 125 



Gly Asp Gly Ser Ala Arg Pro Asp Gin Val Gly Leu Ala Gly Gin Asn 
130 135 140 



Ala Gin Val Gin Pro Gin Xaa Ser Gly Tyr Ala Phe Asn Ala Arg Pro 
145 150 155 160 



<210> 27 
<211> 1231 
<212> DNA 
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<213> Oryza sativa 
<200> 

< 2 2 3 > ORYS A- 2 2 JANO 2 - CLUSTER2 610 5_1 
<400> 27 



tttttttttt 


tttttttttt 


ttttttttgg 


gaatcagagt 


aaaattgcta 


ccattacaga 


60 


gagcatctat 


ttctcaatag 


tacaacacgc 


tagttcagga 


cgaaatacaa 


catgaatatt 


120 


tatgcctccc 


aatacagatt 


atatggaacc 


gaatgacagc 


caaagaccaa 


ttgttaaatt 


180 


atcctgaata 


tacatacaac 


aacagagcta 


gaccacgaac 


cgaaactatc 


ctcacgggga 


240 


gtaatttaca 


tctgagaagc 


agccttggct 


cgacgcttcc 


aagcagcatc 


agttcctggt 


300 


tgacaaacat 


gggacctaga 


ggtggtagca 


agttacttcc 


ttcactgctc 


accatgaggt 


360 


gtaggtatat 


atattagcta 


acgactgcag 


caccaaataa 


aatccaccta 


gcaacagttg 


420 


catgaaaagg 


tcctatcttc 


agtttgagac 


atccccatta 


tggtactgag 


gttgcatata 


480 


acccattcct 


tgattgtatg 


ctgcttgttg 


gcccatccct 


tgggcacttg 


aactgcttcc 


540 


tccatgagaa 


ccaagtacat 


cctttttcac 


agagccatca 


ccagcctttg 


cagttaattt 


600 


actatcaccc 


tccatctctc 


tgtacttctg 


caggtagacc 


ttgaggggct 


cgatgtagtc 


660 


ctcgaagccc 


agcgtggcca 


tcgcccacag 


caagtcgtcg 


ccgttgatgg 


tcttgcgctt 


720 


ctccctctgg 


catttatcgc 


tcgcctcgct 


ggtgatgaag 


gagatgaact 


cggagacgca 


780 


ct cctgcacg 


gtctccttgg 


CQtCCttqcfC 


gatcttcccg 


ttqqccqqqa 


tggccttctt 


840 


catgatgcgg 


ctgatgttgg 


cgatggggag 


gaacctgtcc 


tgccggacga 


gtgggccccc 


900 


cccaccccca 


cctccccctc 


ctccccctcc 


ccccctcggg 


ctcccgctct 


cgtggctccc 


960 


ccctcctccc 


cccgggctcc 


ccggcccatc 


cgccatccca 


cctcccccct 


ccttatatag 


1020 


aagcgcgggc 


gcgcgcggag 


agggcgcgac 


gtggagagga 


gagagagggg 


ggttgggcgc 


1080 


gaggtggtga 


agcgaggagg 


agagagagag 


agagagagag 


agagagaggg 


ggggggagag 


1140 


gagagagaga 


ggaagcgggg 


gtgggaagcg 


gagcggaggt 


gaggcggaga 


ggcgagaggg 


1200 


ggagatcgga 


cgctggagaa 


gagaagcggc 


c 






1231 



<210> 28 

<211> 185 

<212> PRT 

<213> Oryza sativa 

<200> 

<223> ORYSA-22JAN02-CLUSTER2 6105_1 polypeptide 
<400> 28 

Met Ala Asp Gly Pro Gly Ser Pro Gly Gly Gly Gly Gly Ser His Glu 
15 10 15 
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Ser Gly Ser Pro Arg Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
20 " 25 30 

Gly Gly Pro Leu Val Arg Gin Asp Arg Phe Leu Pro lie Ala Asn lie 
35 40 45 

Ser Arg lie Met Lys Lys Ala lie Pro Ala Asn Gly Lys lie Ala Lys 
50 ^ 55 60 

Asp Ala Lys Glu Thr Val Gin Glu Cys Val Ser Glu Phe lie Ser Phe 
65 70 75 80 

lie Thr Ser Glu Ala Ser Asp Lys Cys Gin Arg Glu Lys Arg Lys Thr 
85 90 95 

lie Asn Gly Asp Asp Leu Leu Trp Ala Met Ala Thr Leu Gly Phe Glu 
100 105 110 

Asp Tyr lie Glu Pro Leu Lys Val Tyr Leu Gin Lys Tyr Arg Glu Met 
115 " 120 125 

Glu Gly Asp Ser Lys Leu Thr Ala Lys Ala Gly Asp Gly Ser Val Lys 
130 135 140 

Lys Asp Val Leu Gly Ser His Gly Gly Ser Ser Ser Ser Ala Gin Gly 
145 ^ 150 155 160 

r 

Met Gly Gin Gin Ala Ala Tyr Asn Gin Gly Met Gly Tyr Met Gin Pro 
165 170 175 



Gin Tyr His Asn Gly Asp Val Ser Asn 

185 





180 


<210> 


29 


<211> 


229 


<212> 


PRT 


<213> 


Oryza sativa 


<200> 




<223> 


OSC12630.Cl.p5 


<400> 


29 



Met Pro Asp Ser Asp Asn Glu Ser Gly Gly Pro Ser Asn Ala Gly Glu 
1 5 10 15 

Tyr Ala Ser Ala Arg Glu Gin Asp Arg Phe Leu Pro lie Ala Asn Val 
20 25 30 



Page 24 



MBI-0022CIP.ST25.txt 

S « E «, ,1. Met -ys „ M. « U Pro AX, - «. g- - - 

35 

Asp AX, 0 1U Thr V,X 0X» - cya V,X Sar Jlu Ph. ~ - 
50 5b 

Ile Thr OXy GXu Ma Set Asp Lys Cys 01» «. «1- «. W 
65 ,0 

Ile «. o» «p «p - - r.' Tht Thr 317 ~ ° lu 

85 * U 

Asp Tyr XX, Asp Pro «» «- « «" - ** S 
100 1UD 



„l u Gly GXu T.y. ax, Xle B, f , ^ GXy sar Gly OXy OXy OXy AX, 

115 liiU 



Ala sar s«r OXy oxy sar or ~= «» - «S " iS " iS ° l ° 

130 135 

Asp Ala Sar Ar g Asa A.„ Gly Gly Tyr Sly Mat Tyr Gly Gly «T «g 
145 150 

oxy Mat Xla Mat Mat Mat 01, GX„ «o « ^ °» S " ™ Z% 
165 x ' u 

s.r sat Al, Oly Tyt Al, 01» X. OL. P» « «• «■ f 9 ? HlB HiS 
180 iB5 

01„ Mat val Mat Oly OXy W GXy - ™* «« G1 » 2*5 ^ 
195 ZUU 

Gly l.ys Xla „ Asp Pha L- Ola «. 0X„ Al, Sat Mat ,au Ola «. 



210 215 



He Gin Gly Glu Asn 
225 



<210> 30 
<211> 241 
<212> PRT 



<213> Oryza sativa 

<223> OSC1404.Cl.p3.fg polypeptide 
<400> 30 



Page 2 5 



MBI-0022CIP . ST25 . txt 

Met Ser Glu Gly Phe Asp Gly Thr Glu Asn Gly Gly Gly Gly Gly Gly 
1 5 10 15 

Gly Gly Val Gly Lys Glu Gin Asp Arg Phe Leu Pro He Ala Asn He 
20 25 3° 

Gly Arg He Met Arg Arg Ala Val Pro Glu Asn Gly Lys He Ala Lys 
35 40 45 

Asp Ser Lys Glu Ser Val Gin Glu Cys Val Ser Glu Phe He Ser Phe 
50 55 60 

He Thr Ser Glu Ala Ser Asp Lys Cys Leu Lys Glu Lys Arg Lys Thr 
65 70 75 80 

lie Asn Gly Asp Asp Leu He Trp Ser Met Gly Thr Leu Gly Phe Glu 
85 90 95 

Asp Tyr Val Glu Pro Leu Lys Leu Tyr Leu Arg Leu Tyr Arg Glu Gly 
100 105 HO 

Asp Thr Lys Gly Ser Arg Ala Ser Glu Leu Pro Val Lys Lys Asp Val 
115 ~ 120 125 

Val Leu Asn Gly Asp Pro Gly Ser Ser Leu Val Asn Tyr Gly Ala Gin 
130 135 140 

Arg Ala Asp Ala Asn Ala Asn His Leu Asp Leu Phe Phe Leu Leu Arg 
145 150 155 

Lvs Asn Pro Glu Ser Thr Thr Ala Asn Cys Met Arg Glu Asp Glu Ala 
165 170 175 

Lys Pro Val Thr Val Lys He He Glu Thr Val Tyr Val Glu Ala Asp 
180 185 190 

Thr Ala Asp Asp Phe Lys Ser Val Val Gin Arg Leu Thr Gly Lys Asp 
195 200 205 

Ala Val Ala Gly Asp Ala Pro Glu Leu Asn Ser Ala Gin Arg Phe Gly 
2io 215 220 

Ser Gly Arg Glu Ala Ser Arg His Gly Asp His Lys Val Arg He Tyr 

oor> 240 
225 230 ^ 3 



Glu 

Page 2 6 
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<210> 31 

<211> 297 

<212> PRT 

<213> Oryza sativa 

<200> 

<223> OSC3 0077 . CI . p6 . f g polypeptide 
<400> 31 

Met Lys Ser Arg Lys Ser Tyr Gly His Leu Leu Ser Pro Val Gly Ser 
15 10 15 

Pro Pro Leu Asp Asn Glu Ser Gly Glu Ala Ala Ala Ala Ala Ala Ala 
20 25 30 

Gly Gly Gly Gly Cys Gly Ser Ser Ala Gly Tyr Val Val Tyr Gly Gly 
35 40 45 

Gly Gly Gly Gly Asp Ser Pro Ala Lys Glu Gin Asp Arg Phe Leu Pro 
50 55 60 

lie Ala Asn Val Ser Arg lie Met Lys Arg Ser Leu Pro Ala Asn Ala 
65 70 75 80 

Lys lie Ser Lys Glu Ser Lys Glu Thr Val Gin Glu Cys Val Ser Glu 
85 90 95 

Phe lie Ser Phe Val Thr Gly Glu Ala Ser Asp Lys Cys Gin Arg Glu 
100 105 110 

Lys Arg Lys Thr lie Asn Gly Asp Asp Leu Leu Trp Ala Met Thr Thr 
115 120 125 

Leu Gly Phe Glu Ala Tyr Val Gly Pro Leu Lys Ser Tyr Leu Asn Arg 
130 135 140 

Tyr Arg Glu Ala Glu Gly Glu Lys Ala Asp Val Leu Gly Gly Ala Gly 
145 ~ 150 155 160 

Gly Ala Ala Ala Ala Arg His Gly Glu Gly Gly Cys Cys Gly Gly Gly 
165 170 175 

Gly Gly Gly Ala Asp Gly Val Val lie Asp Gly His Tyr Pro Leu Ala 
180 185 190 



Gly Gly Leu Ser His Ser His His Gly His Gin Gin Gin Asp Gly Gly 

Page 2 7 



MBI-0022CIP.ST25 . txt 
195 200 205 

Gly Asp Val Gly Leu Met Met Gly Gly Gly Asp Ala Gly Val Gly Tyr 
210 " 215 220 

Asn Ala Gly Ala Gly Ser Thr Thr Thr Ala Phe Tyr Ala Pro Ala Ala 
225 230 235 240 

Thr Ala Ala Ser Gly Asn Lys Ala Tyr Cys Gly Gly Asp Gly Ser Arg 
245 250 255 



Val Met Glu Phe Glu Gly lie Gly Gly Glu Glu Glu Ser Gly Gly Gly 
260 265 270 

Gly Gly Gly Gly Glu Arg Gly Phe Ala Gly His Leu His Gly Val Gin 
275 ' 280 285 



Trp Phe Arg Leu Lys Arg Asn Thr Asn 
290 295 



<210> 32 

<211> 285 

<212> PRT 

<213> Oryza sativa 

<200> 

<223> OSC5489.Cl.p2.fg polypeptide 
<400> 32 

Met Ala Asp Ala Gly His Asp Glu Ser Gly Ser Pro Pro Arg Ser Gly 
15 10 15 



Gly Val Arg Glu Gin Asp Arg Phe Leu Pro He Ala Asn He Ser Arg 
2 0 2 5 3 0 



He Met Lys Lys Ala Val Pro Ala Asn Gly Lys He Ala Lys Asp Ala 
35 40 45 



Lys Glu Thr Leu Gin Glu Cys Val Ser Glu Phe He Ser Phe Val Thr 
50 55 60 

Ser Glu Ala Ser Asp Lys Cys Gin Lys Glu Lys Arg Lys Thr He Asn 
65 70 75 80 

Gly Glu Asp Leu Leu Phe Ala Met Gly Thr Leu Gly Phe Glu Glu Tyr 
85 90 95 



Val Asp Pro Leu Lys 



He Tyr Leu His Lys Tyr Arg Glu Met Glu Gly 
Page 2 8 



100 



MBI-0022CIP.ST2 5 . txt 
105 



110 



Asp Ser Lys Leu Ser Ser Lys Ala Gly Asp Gly Ser Val Lys Lys Asp 
115 12 0 12 5 

Thr lie Gly Pro His Ser Gly Ala Ser Ser Ser Ser Ala Gin Gly Met 
130 ' 135 140 

Val Gly Ala Tyr Thr Gin Gly Met Gly Tyr Met Gin Pro Gin Ser Asn 
145 ' ' 150 155 160 

Phe His lie Leu Val Val Leu Gin Ser Phe Ala Phe Pro Tyr Met Tyr 
165 170 175 

Gin Val Ala Gin lie Tyr Cys Asn Lys Tyr Glu Val Ser Arg Glu Gin 
180 185 190 

lie Trp Asp Thr Pro Gin lie Met Glu Leu Ser Pro Trp lie Pro Tyr 
195 200 205 

Thr lie Asn Arg lie Trp Lys Glu Thr His Gly Ser Gin Asp He Arg 
210 215 220 

He Gin Gly Arg Pro Arg Glu Ala Ala Asn Ser Ala Leu Asp Trp Gin 
225 ^ 230 235 240 

Trp Pro Ser Lys His Ser Ser Leu Ala Ser Asn Phe Tyr Gly Thr Arg 
245 250 255 

Val Val Gly Gly His His Glu Tyr Gin Arg Ser Thr Lys Lys Asp Thr 
260 265 270 

Thr His Val Asn Phe Ala Ser Gly Leu Gly Asp Leu Gly 
275 280 285 

<210> 33 

<211> 523 

<212> DNA 

<213> Zea mays 

<200> 

<223> LIB3 732-044-Q6-K6-C4 
<400> 33 

cccagcgtcc gaggaaggct acgggcacca gggccacctg ttgagccccg tgggcagccc 60 
gctgtcggac aacgagtccg gcgccgcggc agcggccggc ggcggcgggt gcgggagcag 12 0 
cgtggggtac tgcggcggcg gcggcggtga gtcgccggcc aaggagcaag accggttcct 18 0 

Page 2 9 
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gccgatcgcc 


aacgtgtcgc 


gcatcatgaa 


gcgctccctg 


ccggcgaacg 


ccaagatctc 


240 


caaggaggcc 


aaggagacgg 


tgcaggagtg 


cgtgtccgag 


ttcatcagct 


tcgtcacggg 


300 


ggaggcctcc 


gacaagtgcc 


agcgcgagaa 


gcgcaagacc 


atcaacggcg 


acgacctgct 


360 


ctgggccatg 


accacgctcg 


gcttcgaggc 


ctacgtcgcc 


ccactcaagt 


cctacctcaa 


420 


ccgctaccgc 


gaggccgagg 


gcgagaaggc 


cgccgtgcta 


ggcggcggcg 


cgcgccacgg 


480 


cgacggcggc 


ggcgcggcgg 


acgacgccgg 


cccactcgcc 


ggg 




523 



<210> 


34 


<211> 


174 


<212> 


PRT 


<213> 


Zea mays 


<200> 




<223> 


LIB3732-044 


<400> 


34 



Pro Ala Ser Glu Glu Gly Tyr Gly His Gin Gly His Leu Leu Ser Pro 
1 5 10 15 

Val Gly Ser Pro Leu Ser Asp Asn Glu Ser Gly Ala Ala Ala Ala Ala 
20 25 30 

Gly Gly Gly Gly Cys Gly Ser Ser Val Gly Tyr Cys Gly Gly Gly Gly 
35 40 45 

Gly Glu Ser Pro Ala Lys Glu Gin Asp Arg Phe Leu Pro lie Ala Asn 
50 55 60 

Val Ser Arg lie Met Lys Arg Ser Leu Pro Ala Asn Ala Lys lie Ser 
65 " 70 75 80 

Lys Glu Ala Lys Glu Thr Val Gin Glu Cys Val Ser Glu Phe lie Ser 
85 90 95 



Phe Val Thr Gly Glu Ala Ser Asp Lys Cys Gin Arg Glu Lys Arg Lys 
100 105 110 

Thr lie Asn Gly Asp Asp Leu Leu Trp Ala Met Thr Thr Leu Gly Phe 
115 120 125 

Glu Ala Tyr Val Ala Pro Leu Lys Ser Tyr Leu Asn Arg Tyr Arg Glu 
130 135 140 

Ala Glu Gly Glu Lys Ala Ala Val Leu Gly Gly Gly Ala Arg His Gly 
145 ~ 150 155 160 
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Asp Gly Gly Gly Ala Ala Asp Asp Ala Gly Pro Leu Ala Gly 
165 170 

<210> 35 
<211> 1199 
<212> DNA 
<213> Zea mays 

<200> 

< 2 2 3 > ZEAMA - 0 8NOV0 1 - CLUSTER7 1 9_1 
<400> 35 



cccacccgga 


gcgcctcctc 


ttctccagcg 


tccgatcccc 


attccccacc 


tctcctccct 


60 


ccgccgccag 


ctcccgcccc 


cttctctccc 


ctcctcgcct 


ccccgcgcgc 


gcgtttttat 


120 


aagggtttcg 


gcggaggcgc 


ccggtcgctg 


gcgatggccg 


acgacggcgg 


gagccacgag 


180 


ggcagcggcg 


gcggcggagg 


cgtccgggag 


caggaccggt 


tcctgcccat 


cgccaacatc 


240 


agccggatca 


tgaagaaggc 


cgtcccggcc 


aacggcaaga 


tcgccaagga 


cgctaaggag 


300 


accctgcagg 


agtgcgtctc 


cgagttcata 


tcattcgtga 


ccagcgaggc 


cagcgacaaa 


360 


tgccagaagg 


agaaacgaaa 


gacaatcaac 


ggggacgatt 


tgctctgggc 


gatggccact 


420 


ttaggattcg 


aggagtacgt 


cgagcctctc 


aagatttacc 


tacaaaagta 


caaagagatg 


480 


gagggtgata 


gcaagctgtc 


tacaaaggct 


ggcgagggct 


ctgtaaagaa 


ggatgcaatt 


540 


agtccccatg 


gtggcaccag 


tagctcaagt 


aatcagttgg 


ttcagcatgg 


agtctacaac 


600 


caagggatgg 


gctatatgca 


gccacaggta 


atctatcgta 


ctgtcatttg 


ttagtaaaac 


660 


aatactgcag 


ctattttccg 


tctcactaaa 


catggcagaa 


aatttcgatc 


attacattat 


720 


gccactaata 


attttctctc 


tgtacgcact 


cagtaccaca 


atggggaaac 


ctaataaagg 


780 


gctaatacag 


cagcaattta 


tggtaatatt 


attgctccct 


gaattttgtt 


aactaaagat 


840 


tctgtatcat 


gctatatgta 


tgtttccttt 


tttcttcttc 


tttgttttga 


caattgcttc 


900 


tttctctacg 


gtgtttatcc 


atcagctagg 


gaagtctctg 


cattgcttac 


catgtgtatt 


960 


ggcagaaaac 


aggaggcact 


tacaaagggt 


gttaatctct 


gcgatggctg 


cctctcaggt 


1020 


gtaaattggc 


ttcggtttag 


cgctgctttt 


gtccgtatat 


ttaggatgat 


ttgactgttg 


1080 


ctacttttgg 


caacctttta 


catttacaga 


tatgtattat 


tcagcataaa 


tataatatag 


1140 


tagtcctagg 


cctaaataat 


ggtgattaac 


ataccaaaaa 


aaaaaaaaaa 


aaaaaaaag 


1199 



<210> 36 

<211> 166 

<212> PRT 

<213> Zea mays 

<200> 

<223> ZEAMA-08NOV01-CLUSTER719_1 polypeptide 



Page 3 1 



MBI-0 022CIP. ST2 5 . txt 



<400> 36 

Met Ala Asp Asp Gly Gly Ser His Glu Gly Ser Gly Gly Gly Gly Gly 
! 5 10 15 

Val Arg Glu Gin Asp Arg Phe Leu Pro lie Ala Asn lie Ser Arg lie 
20 25 30 

Met Lys Lys Ala Val Pro Ala Asn Gly Lys He Ala Lys Asp Ala Lys 
35 40 45 

Glu Thr Leu Gin Glu Cys Val Ser Glu Phe He Ser Phe Val Thr Ser 
50 55 60 

Glu Ala Ser Asp Lys Cys Gin Lys Glu Lys Arg Lys Thr He Asn Gly 
65 70 75 80 

Asp Asp Leu Leu Trp Ala Met Ala Thr Leu Gly Phe Glu Glu Tyr Val 
85 90 95 

Glu Pro Leu Lys He Tyr Leu Gin Lys Tyr Lys Glu Met Glu Gly Asp 
100 105 HO 

Ser Lys Leu Ser Thr Lys Ala Gly Glu Gly Ser Val Lys Lys Asp Ala 
115 120 125 

He Ser Pro His Gly Gly Thr Ser Ser Ser Ser Asn Gin Leu Val Gin 
130 135 140 

His Gly Val Tyr Asn Gin Gly Met Gly Tyr Met Gin Pro Gin Val He 
145 150 155 160 

Tyr Arg Thr Val He Cys 
165 



<210> 


37 


<211> 


564 


<212> 


DNA 


<213> 


Zea mays 


<200> 




<223> 


Z EAMA - 0 8 NOV 0 1 - CLUS TER719_10 


<400> 


37 



60 



gccttctctt ctccagcgtc cgatctctcc cactcgcctt cctcaccgca gctctcccgg 
ctcggtcgct tcgccacctc cgtcctcccc ccgcgctcgg tcgctcgcca cctgctctcc 120 
cctccctcca cgttgctcgc gcccgcgctt atataagtgc acgaggagga gctcatggcg 180 



Page 32 



gacgctccgg 


cgagccctgg 


MBI-0022CIP.ST25 . 
gggcggaggc gggagcccca 


txt 

r* rt c a a 3 a c Cf CT 


gagcccccag 


240 


ggccggcgga 


ggtggaggcg 


gtggcagccg 


tcagggagca 


ggacayy t ll 


rforccatca 


300 


ccaacatcag 


tcgcatcatg 


aagaaggcca 


tcccggctaa 


racraaaaatc 


gccaaggacg 


360 


ctaaggagac 


cgtgcaggag 


tgcgtctcgg 


agttcatctc 


cttcatcact 


agcgaggcga 


*fc Z U 


gtgacaagtg 


ccagagggag 


aagcggaaga 


ccatcaatgg 


cgacgacctg 


ctgtgggcca 


480 


tggccacgct 


ggggtttgag 


gactatattg 


aacccctcaa 


ggtgtacctg 


cagaagtaca 


540 


gagagatgga 


gggtgatagt 


aagt 








564 



<210> 38 

<211> 188 

<212> PRT 

<213> Zea mays 



<220> 

<221> misc_f eature 
<222> (188) . . (188) 

<223> Xaa can be any naturally occurring ammo acid 
<200> 

<223> ZEAMA-0 8NOV01-CLUSTER719__10 polypeptide 
<400> 38 

Leu Leu Phe Ser Ser Val Arg Ser Leu Pro Leu Ala Phe Leu Thr Ala 
15 10 15 

Ala Leu Pro Ala Arg Ser Leu Arg His Leu Arg Pro Pro Pro Ala Leu 
20 25 30 

Gly Arg Ser Pro Pro Ala Leu Pro Ser Leu His Val Ala Arg Ala Arg 
35 40 45 

Ala Tyr He Ser Ala Arg Gly Gly Ala His Gly Gly Arg Ser Gly Glu 
50 55 60 

Pro Trp Gly Arg Arg Arg Glu Pro His Ala Glu Arg Glu Pro Pro Gly 
65 ~ J " 70 75 80 

Pro Ala Glu Val Glu Ala Val Ala Ala Val Arg Glu Gin Asp Arg Phe 
85 90 95 

Leu Pro He Ala Asn He Ser Arg He Met Lys Lys Ala He Pro Ala 
100 105 HO 

Asn Gly Lys He Ala Lys Asp Ala Lys Glu Thr Val Gin Glu Cys Val 
115 120 125 
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Ser Glu Phe He Ser Phe He Thr Ser Glu Ala Ser Asp Lys Cys Gin 
130 135 140 

Arg Glu Lys Arg Lys Thr He Asn Gly Asp Asp Leu Leu Trp Ala Met 
145 150 155 160 

Ala Thr Leu Gly Phe Glu Asp Tyr He Glu Pro Leu Lys Val Tyr Leu 
165 170 175 

Gin Lys Tyr Arg Glu Met Glu Gly Asp Ser Lys Xaa 
180 185 



<210> 39 
<211> 1053 
<212> DNA 
<213> Zea 


mays 












<200> 

< 2 2 3 > ZEAMA- 0 8NOV0 1 - CLUSTER7 1 9_2 










<400> 39 
cattgggtac 


ctcgaggccg 




cacccacccg 


gagcgcctcc 


tcttctccag 


60 


cgtccgatcc 


ccattcccca 


cctctcctcc 


ctccgccgcc 


agctcccgcc 


cccttctctc 


120 


ccctcctcgc 


ctccccgcgc 


gcgcgttttt 


ataagggttt 


cggcggaggc 


gcccggtcgc 


180 


tggcgatggc 


cgacgacggc 


gggagccacg 


agggcagcgg 


cggcggcgga 


ggcgtccggg 


240 


agcaggaccg 


gttcctgccc 


atcgccaaca 


tcagccggat 


catgaagaag 


gccgtcccgg 


300 


ccaacggcaa 


gatcgccaag 


gacgctaagg 


agaccctgca 


ggagtgcgtc 


tccgagttca 


360 


tatcattcgt 


gaccagcgag 


gccagcgaca 


aatgccagaa 


ggagaaacga 


aagacaatca 


420 


acggggacga 


tttgctctgg 


gcgatggcca 


ctttaggatt 


cgaggagtac 


gtcgagcctc 


480 


tcaagattta 


cctacaaaag 


tacaaagaga 


tggagggtga 


tagcaagctg 


tctacaaagg 


540 


ctggcgaggg 


ctctgtaaag 


aaggatgcaa 


ttagtcccca 


tggtggcacc 


agtagctcaa 


600 


gtaatcagtt 


ggttcagcat 


ggagtctaca 


accaagggat 


gggctatatg 


cagccacagt 


660 


accacaatgg 


ggaaacctaa 


taaagggcta 


atacagcagc 


aatttatgct 


agggaagtct 


720 


ctgcattgct 


taccatgtgt 


attggcagaa 


aacaggaggc 


acttacaaag 


ggtgttaatc 


780 


tctgcgatgg 


ctgcctctca 


ggtgtaaatt 


ggcttcggtt 


tagcgctgct 


tttgtccgta 


840 


tatttaggat 


gatttgactg 


ttgctacttt 


tggcaacctt 


ttacatttac 


agatatgtat 


900 


tattcagcat 


aaatataata 


tagtagtcct 


aggcctaaat 


aatggtgatt 


aacataccaa 


960 


gtcttttatc 


aggctactcg 


ttttctggaa 


caggattcat 


gcttagcttt 


ccctcctgtc 


1020 


tgaatgtgat 


ggttgcctga 


atcctaattt 


gcc 






1053 
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<210> 40 

<211> 164 

<212> PRT 

<213> Zea mays 

<200> 

<223> ZEAMA-08NOV01-CLUSTER719_2 polypeptide 

c 

<400> 40 

Met Ala Asp Asp Gly Gly Ser His Glu Gly Ser Gly Gly Gly Gly Gly 
15 10 15 

Val Arg Glu Gin Asp Arg Phe Leu Pro He Ala Asn He Ser Arg He 
20 25 30 

Met Lys Lys Ala Val Pro Ala Asn Gly Lys He Ala Lys Asp Ala Lys 
35 40 45 

Glu Thr Leu Gin Glu Cys Val Ser Glu Phe He Ser Phe Val Thr Ser 
50 55 60 

Glu Ala Ser Asp Lys Cys Gin Lys Glu Lys Arg Lys Thr He Asn Gly 
65 70 75 80 

Asp Asp Leu Leu Trp Ala Met Ala Thr Leu Gly Phe Glu Glu Tyr Val 
85 90 95 

Glu Pro Leu Lys He Tyr Leu Gin Lys Tyr Lys Glu Met Glu Gly Asp 
100 105 HO 

Ser Lys Leu Ser Thr Lys Ala Gly Glu Gly Ser Val Lys Lys Asp Ala 
115 120 125 

He Ser Pro His Gly Gly Thr Ser Ser Ser Ser Asn Gin Leu Val Gin 
13 0 13 5 14 0 

His Gly Val Tyr Asn Gin Gly Met Gly Tyr Met Gin Pro Gin Tyr His 
145 



Asn Gly Glu Thr 



<210> 41 

<211> 1178 

<212> DNA 

<213> Zea mays 

<200> 

< 2 2 3 > ZEAMA- 0 8NOV0 1 -CLUSTER7 1 9_3 



150 155 160 
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<400> 41 

gtcgacccac gcgtccgcgc accctcccgg gccgccttct cttctccagc gtccgatctc 
ccactcccct ccctcaccgc agctctccca cctccgccct ccccccgcac gcgctcgcca 
cctcgccctc ccctccacgt tgctcgcacc cgcgcttata taagtgcagg aggagctcat 
ggcggaagct ccggcgagcc ctggcggcgg cggcgggagc cacgagagcg ggagccccag 
gggaggcgga ggcggtggca gcgtcaggga gcaggacagg ttcctgccca tcgccaacat 
cagtcgcatc atgaagaagg ccatcccggc taacgggaag accatcccgg ctaacgggaa 
gatcgccaag gacgctaagg agaccgtgca ggagtgcgtc tccgagttca tctccttcat 
cactagcgag gcgagtgaca agtgccagag ggagaagcgg aagaccatca atggcgacga 
cctgctgtgg gccatggcca cgctggggtt tgaggactat attgaacccc tcaaggtgta 
cctgcagaag tacagagaga tggagggtga tagtaagtta acttcaaaat ccagcgatgg 
ctccattaaa aaggatgccc ttggtcatgt gggagcaagt agctcagctg tacaagggat 
gggtcaacaa ggaacataca accaaggaat gggttatatg caaccccagt accataacgg 
agatatctcg aactaatgaa gacatggacc ttttctgcga cagctgctct tccctgaggc 
gattttttgg tctcagttat ttactaagta agacaccttg cggtgaccat taaagagtaa 
ccaatcaccc tcggtaggtc cgtttttatc tgcaagaact gatgaggccg cttggtagga 
gtaaatcgct tttcctggga acgattgttg gttagcgccg ctactgtatg tatattgaga 960 
taccttaacg attggtcttt tggctgccat ttggttacat gtatttgtat cgggaggcat 1020 
aaatattgtg taatttgtgt taaagactgg tgtaattgaa ctatgggaag agctgctttg 1080 
gttgtaacca tattttgatg cccgtatatt aggcaaaaat agaaggctgt gggcgtgcac 1140 
aacaaaaaaa aaaaggagga aaaaaaaagg gcggccgc 

<210> 42 

<211> 185 

<212> PRT 

<213> Zea mays 

<200> 

<223> ZEAMA-0 8NOV01-CLUSTER719_3 polypeptide 
<400> 42 

Met Ala Glu Ala Pro Ala Ser Pro Gly Gly Gly Gly Gly Ser His Glu 
! 5 10 15 

Ser Gly Ser Pro Arg Gly Gly Gly Gly Gly Gly Ser Val Arg Glu Gin 
20 25 30 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 

900 



1178 



Asp Arg Phe Leu Pro He Ala Asn He Ser Arg He Met Lys Lys Ala 

Page 3 6 



35 



MB I - 0022CIP . ST2 5 . txt 

40 45 



He Fro Ala Asn Gly Lys Thr He Pro Ala Asn Gly Lys He Ala Lys 
50 55 60 

Asp Ala Lys Glu Thr Val Gin Glu Cys Val Ser Glu Phe He Ser Phe 
65 70 75 80 

He Thr Ser Glu Ala Ser Asp Lys Cys Gin Arg Glu Lys Arg Lys Thr 
85 90 95 

He Asn Gly Asp Asp Leu Leu Trp Ala Met Ala Thr Leu Gly Phe Glu 
100 105 HO 

Asp Tyr He Glu Pro Leu Lys Val Tyr Leu Gin Lys Tyr Arg Glu Met 
115 120 125 

Glu Gly Asp Ser Lys Leu Thr Ser Lys Ser Ser Asp Gly Ser He Lys 
130 ^ 135 140 

Lys Asp Ala Leu Gly His Val Gly Ala Ser Ser Ser Ala Val Gin Gly 
145 150 155 160 

Met Gly Gin Gin Gly Thr Tyr Asn Gin Gly Met Gly Tyr Met Gin Pro 
165 170 175 



Gin Tyr His Asn Gly Asp He Ser Asn 
180 185 



<210> 
<211> 
<212> 
<213> 


43 

2109 

DNA 

Zea 


i 

mays 












<200> ' 
<223> 


ZEAMA- 0 8NOV0 1 - CLUSTER7 1 9_4 










<400> 43 
ccacgcgtcc 


gcccacgcgt 


ccgggcttgc 


tgagctggag 


ctgatggatc 


tagggtttgg 


60 


gttgcggtga 


tggtcctgca 


gcgcaggagg 


agctcatggc 


ggaagctccg 


gcgagccctg 


120 


gcggcggcgg 


cgggagccac 


gagagcggga 


gccccagggg 


aggcggaggc 


ggtggcagcg 


180 


tcagggagca 


ggacaggttc 


ctgcccatcg 


ccaacatcag 


tcgcatcatg 


aagaaggcca 


240 


tcccggctaa 


cgggaagatc 


gccaaggacg 


ctaaggagac 


cgtgcaggag 


tgcgtctccg 


300 


agttcatctc 


cttcatcact 


agcgaagcga 


gtgacaagtg 


ccagagggag 


aagcggaaga 


360 


ccatcaatgg 


cgacgatctg 


ctgtgggcca 


tggccacgct 


ggggtttgaa 


gactacattg 


420 
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aacccctcaa 


ggtgtaccta 


cagaagtaca 


gagaggtgcg 


tacggtgttt 


gggaatttgg 


480 


gggtcaggtc 


gtgcaatcgc 


caatctgtca 


cctggccgat 


cgtacctctg 


attgaactta 


540 


aataatcctg 


ttgggcatca 


gcacgctaat 


aagtgataag 


tgagctatcc 


acttcccttc 


( 600 


caatgcttcg 


gccacatatt 


tatacttctt 


tagttgagga 


cataaagaga 


ccccctgttc 


660 


ctgtgtacta 


ctccagtaaa 


tacagctagt 


aaacacatta 


tttttataag 


gtgaaccaat 


720 


tcgaaagcac 


ttttatccat 


ttaatactga 


acagtgatcg 


aaacctctat 


ttgatgttct 


780 


tacatgggat 


tgagttagca 


ctcgtgcttg 


gtaagatatt 


ataactactc 


acagccctat 


840 


gtggctgtgt 


ctgttctatg 


atgaaaagta 


gatgtaatgc 


aaatggataa 


gagcggaaag 


900 


agctcctaca 


gtagtgtaat 


tagagcatgt 


tgtagtgcaa 


gcttttggtt 


gtttacacaa 


960 


aagatacatg 


aaaccattcc 


actgtaggtc 


atatacaatc 


ttgcttaggg 


tcctgaacat 


1020 


atctggtgca 


catggttcac 


atattaaatt 


atcaccatcc 


attctagatc 


taacgtcttt 


1080 


agttgtccat 


tctagatcta 


acatctttag 


ttgctctgta 


taattgtata 


ttttgcaaag 


1140 


aaccccttcc 


accactactc 


tctaccactt 


ctaccctgct 


ccgagggtgt 


tctctgcaaa 


1200 


aatatataga 


acacccatag 


atgttagata 


taggatgaat 


gatggtgatc 


taatatgtac 


1260 


accatgtgca 


ccaaactcag 


tgcaccagat 


atattctcga 


gtttatttag 


ctgtattttt 


1320 


ctatacgctc 


ttcgtattgg 


ttgaataatc 


tgtctaatga 


ggtttctctt 


ttggtcttat 


1380 


gtctggtgga 


tgacatcacg 


gattgcagat 


ggagggtgat 


agcaagttaa 


ctgctaaatc 


1440 


tagcgatggc 


tcgattaaaa 


aggatgctct 


tggtcatgtg ggagcaagta gctcagctgc 


1500 


agaagggatg 


ggccaacagg 


gagcatacaa 


ccaaggaatg ggttatatgc 


aacctcagta 


1560 


ccataacggg 


gatatctcaa 


actaatgaag 


gtatggacct 


tttctgcgac 


agctgctctt 


1620 


acctgaggcg 


attttttttg 


tcttagttat 


ttactaagac 


accttgcggt 


gaccattaaa 


1680 


gagtaaccaa 


tcgccctcaa 


taggtccgtt 


tttatctgcc 


agaactgatg 


aggtcgctca 


1740 


ctaggagtaa 


gtcgcttccc 


tgggaacggt 


tgtcggctag 


caccgctctt 


gtatgtatat 


1800 


taagagtaac 


ttaatgattg 


gtcttttggc 


tgcgatttga 


ttatatgtat 


ttgtatcggg 


1860 


aggcataaat 


attgtgtaat 


ttgtgttaaa 


gactagtgta 


attgaactat 


gggaagagct 


1920 


gctttggttg 


taaccatatt 


ttgatgcccg 


tatattaggc 


aaaaacagaa 


ggctgtgggc 


1980 


gtgcacaaca 


tatttactgt 


tcaccgaaat 


acttgtattg 


atgtatttcc 


gcatcaatta 


2040 


tagtcatcgt 


cagcttgtaa 


ctacggcaat 


gaataaataa 


aaattcactg 


agtaaaaaaa 


2100 


aaaaaaaag 












2109 



<210> 44 
<211> 149 
<212> PRT 
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<213> Zea mays 

<200> . 3 

<223> ZEAMA-08NOV01-CLUSTER719_4 polypeptide 

<400> 44 

Met Ala Glu Ala Pro Ala Ser Pro Gly Gly Gly Gly Gly Ser His Glu 

Ser Gly Ser Pro Arg Gly Gly Gly Gly Gly Gly Ser val Arg Glu Gin 
20 25 30 

Asp Arg Phe Leu Pro lie Ala Asn He Ser Arg He Met Lys Lys Ala 
35 40 45 

He Pro Ala Asn Gly Lys He Ala Lys Asp Ala Lys Glu Thr Val Gin 
50 55 60 

Glu Cys Val Ser Glu Phe He Ser Phe He Thr Ser Glu Ala Ser Asp 
65 70 75 80 

Lys Cys Gin Arg Glu Lys Arg Lys Thr He Asn Gly Asp Asp Leu Leu 
85 90 95 

Trp Ala Met Ala Thr Leu Gly Phe Glu Asp Tyr He Glu Pro Leu Lys 
100 105 HO 

Val Tyr Leu Gin Lys Tyr Arg Glu Val Arg Thr Val Phe Gly Asn Leu 
115 " 120 125 

Gly Val Arg Ser Cys Asn Arg Gin Ser Val Thr Trp Pro He Val Pro 
130 135 140 



Leu He Glu Leu Lys 



145 




<210> 


45 


<211> 


1255 


<212> 


DNA 


<213> 


Zea mays 


<200> 




<223> 


ZEAMA- 0 8NOV0 1 - CLUSTER7 1 9_5 


<400> 


45 



cccctccctc accgcagctc tcccacctcc gccctccccc cgcacgcgct cgccacctcg 
ccctcccctc cacgttgctc gcacccgcgc ttatataagt gcaggaggag ctcatggcgg 



60 
120 
180 
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aagctccggc gagccctggc ggcggcggcg ggagccacga gagcgggagc cccaggggag 240 

gcggaggcgg tggcagcgtc agggagcagg acaggttcct gcccatcgcc aacatcagtc 300 

gcatcatgaa gaaggccatc ccggctaacg ggaagatcgc caaggacgct aaggagaccg 3 60 

tgcaggagtg cgtctccgag ttcatctcct tcatcactag cgaagcgagt gacaagtgcc 420 

agagggagaa gcggaagacc atcaatggcg acgatctgct gtgggccatg gccacgctgg 480 

ggtttgaaga ctacattgaa cccctcaagg tgtacctgca gaagtacaga gagatggagg 540 

gtgatagcaa gttaactgca aaatctagcg atggctcaat taaaaaggat gcccttggtc 600 

atgtgggagc aagtagctca gctgcacaag ggatgggcca acagggagca tacaaccaag 660 

gaatgggtta tatgcaaccc cagtaccata acggggatat ctcaaactaa tgaaggcatg 720 

gaccttttct gcgacagctg ctcttccccg aggcgggttt ttgtgtcgca gttatttact 780 

aagtaagaca ccttgcggtg accattaaag agtaaccaat caccctgggt aggtcaattt 840 

ttatctgcaa gaactgatga ggccgcttgg taggagtaaa tcgcttttcc tgggaacgat 900 

tgttggttag cgccgctact gtatgtatat tgagatacct taacgattgg tcttttggct 960 

gccatttggt tacatgtatt tgtatttgga ggcataagta tcgtgtaatt tgtgttatga 1020 

ctagtgtatt gactattgaa ttatcagaag agctgcttta gttgtaagat cacacaaaac 1080 

agcctggaaa gtataacaag attaaaactg aaccaaaaat gggcaataaa taaattatca 1140 

catttacagt gaataaaaaa atccctgaac atggggcgtt cattctaaag aatccaaatt 1200 

tacttgcact gcctggcaac ttttttactc ttttatgctg aaccctaagt ttaat 1255 

<210> 46 

<211> 178 

<212> PRT 

<213> Zea mays 

<200> 

<223> ZEAMA-0 8NOV01-CLUSTER719_5 polypeptide 
<400> 46 

Met Ala Glu Ala Pro Ala Ser Pro Gly Gly Gly Gly Gly Ser His Glu 
15 10 15 

Ser Gly Ser Pro Arg Gly Gly Gly Gly Gly Gly Ser Val Arg Glu Gin 
20 25 30 

Asp Arg Phe Leu Pro lie Ala Asn lie Ser Arg lie Met Lys Lys Ala 
35 40 45 

He Pro Ala Asn Gly Lys He Ala Lys Asp Ala Lys Glu Thr Val Gin 
50 55 60 
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Glu Cys Val Ser Glu Phe He Ser Phe He Thr Ser Glu Ala Ser Asp 
65 70 75 80 

Lys Cys Gin Arg Glu Lys Arg Lys Thr He Asn Gly Asp Asp Leu Leu 
85 90 95 

Trp Ala Met Ala Thr Leu Gly Phe Glu Asp Tyr He Glu Pro Leu Lys 
100 105 HO 

Val Tyr Leu Gin Lys Tyr Arg Glu Met Glu Gly Asp Ser Lys Leu Thr 
115 120 125 

Ala Lys Ser Ser Asp Gly Ser He Lys Lys Asp Ala Leu Gly His Val 
130 135 140 

Gly Ala Ser Ser Ser Ala Ala Gin Gly Met Gly Gin Gin Gly Ala Tyr 
145 150 155 160 

Asn Gin Gly Met Gly Tyr Met Gin Pro Gin Tyr His Asn Gly Asp He 
165 170 175 



Ser Asn 



<210> 47 

<211> 1173 

<212> DNA 

<213> Zea mays 

<200> 

<22 3> G34 3 5 ZEAMA- 0 8NOV0 1 - CLUSTER9 0 4 0 8_1 
<400> 47 

cattgggtac ctcgaggccg gccgggattc cccatctccc ttcattgctc gctcgctcgc 

tcgttgctct tctccagcag cagctccttc aaatgcaaat ctctttgctg ccgacgcaga 120 

gactcgccaa atttccctcc ctcctcctag ccttctcgtc gctcctgttc ttctcgcatc 180 

cccagcccag gtggtgtccc ctgtcgcgtt gatgcatgct ccctcggcgg tggccttgag 240 

ctgaggcggc ggagcgatgc cggactccga caacgactcc ggcgggccga gcaacgccgg 3 00 

gggcgagctg tcgtcgccgc gggagcagga ccggttcctg cccatcgcca acgtgagccg 3 60 

gatcatgaag aaggcgctcc cggccaacgc caagatcagc aaggacgcca aggagacggt 420 

gcaggagtgc gtgtccgagt tcatctcctt catcaccggc gaggcctccg acaagtgcca 480 

gcgcgagaag cgcaagacca tcaacggcga cgacctgctg tgggccatga ccacgctcgg 540 

cttcgaggac tacgtcgagc cgctcaagca ctacctgcac aagttccgcg agatcgaggg 600 
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cgagagggcc gccgcgtccg ccggcgcctc gggctcgcag cagcagcagc agcagggcga 



660 
720 
780 
840 



1140 
1173 



gctgcccaga ggcgccgcca atgccgccgg gtacgccggg tacggcgcgc ctggctccgg 
cggcatgatg atgatgatga tggggcagcc catgtacggc ggctcgcagc cgcagcaaca 
gccgccgcag cctcagccgc cacagcagca gcagcagcaa catcaacagc atcacatggc 
aatgggaggc agaggaggat tcggccaaca aggcggcggc ggtggctcct cgtcgtcgtc 900 
agggcttggc cggcaagaca gggcgtgagt tgcgacgata cgttcagaat cagaatcgct 960 
gatactccta cgtagaatta tacctaccta attgatgaca ccgcaccgca cctcgttgtg 1020 
ctgcctgtcc ttgtacgttt actaattatt gctgcctgta tgtaaatcaa aatctgaggc 1080 
tcccatttcg aaaaaaaaaa aaaaaaaagc ggccggtgaa ctactcttcc cgtttcgttt 
catacgagaa tcgaactcgt tttcaattaa aaa 

<210> 48 

<211> 223 

<212> PRT 

<213> Zea mays 

<200> 

<223> G3435 ZEAMA- 08NOV01 -CLUSTER904 08_1 polypeptide 
<400> 48 

Met Pro Asp Ser Asp Asn Asp Ser Gly Gly Pro Ser Asn Ala Gly Gly 
15 10 15 

Glu Leu Ser Ser Pro Arg Glu Gin Asp Arg Phe Leu Pro lie Ala Asn 
20 25 30 

Val Ser Arg lie Met Lys Lys Ala Leu Pro Ala Asn Ala Lys lie Ser 
35 40 45 

Lys Asp Ala Lys Glu Thr Val Gin Glu Cys Val Ser Glu Phe lie Ser 
50 " 55 60 

Phe lie Thr Gly Glu Ala Ser Asp Lys Cys Gin Arg Glu Lys Arg Lys 
65 70 75 80 

Thr lie Asn Gly Asp Asp Leu Leu Trp Ala Met Thr Thr Leu Gly Phe 
85 90 95 

Glu Asp Tyr Val Glu Pro Leu Lys His Tyr Leu His Lys Phe Arg Glu 
100 105 HO 

lie Glu Gly Glu Arg Ala Ala Ala Ser Ala Gly Ala Ser Gly Ser Gin 
115 120 125 
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Gin Gin Gin Gin Gin Gly Glu Leu Pro Arg Gly Ala Ala Asn Ala Ala 
130 135 140 

Gly Tyr Ala Gly Tyr Gly Ala Pro Gly Ser Gly Gly Met Met Met Met 
145 150 155 160 

Met Met Gly Gin Pro Met Tyr Gly Gly Ser Gin Pro Gin Gin Gin Pro 
165 170 175 

Pro Gin Pro Gin Pro Pro Gin Gin Gin Gin Gin Gin His Gin Gin His 
180 185 190 

His Met Ala Met Gly Gly Arg Gly Gly Phe Gly Gin Gin Gly Gly Gly 
195 200 205 

Gly Gly Ser Ser Ser Ser Ser Gly Leu Gly Arg Gin Asp Arg Ala 
210 215 220 

<210> 49 

<211> 1064 

<212> DNA 

<213> Zea mays 

<200> 

< 2 2 3 i> G3 436 ZEAMA- 0 8NOV0 1 - CLUSTER9 0 4 0 8_2 
<400> 49 



ctcagtctca 


aactccccgc 


tctcccccgc 


ccgtccagct 


cgtgctccgc 


ctccgctgct 


60 


ctgtcctctt 


ccctcctctg 


cgtttctcct 


cagagctgtt 


tgacttgacc 


ggacagtgct 


120 


gttcggtggc 


tcggccgcga 


tgccggactc 


cgacaacgag 


tccggcgggc 


cgagcaacgc 


180 


ggagttctcg 


tcgccgcggg 


agcaggaccg 


gttcctgccg 


atcgcgaacg 


tgagccggat 


240 


catgaagaag 


gcgctcccgg 


ccaacgccaa 


gatctccaag 


gacgccaagg 


agacggtgca 


300 


ggagtgcgtg 


tccgagttca 


tctccttcat 


caccggcgag 


gcctccgaca 


agtgccagcg 


360 


cgagaagcgc 


aagaccatca 


acggcgacga 


cctgctctgg 


gccatgacca 


cgctcggctt 


420 


cgaggactac 


gtcgagccgc 


tcaagctcta 


cctgcacaag 


ttccgcgagc 


tcgagggcga 


480 


gaaggcggcc 


acgacgagcg 


cctcctccgg 


cccgcagccg 


ccgctgcaca 


gggagacgac 


540 


gccgtcgtcg 


tcaacgcaca 


atggcgcggg 


cgggcccgtc 


gggggatacg 


gcatgtacgg 


600 


cggcgcgggc 


gggggaagcg 


gtatgatcat 


gatgatgggg 


cagcccatgt 


acggcggctc 


660 


cccgccggcc 


gcgtcgtccg 


ggtcgtaccc 


gcaccaccag 


atggccatgg 


gcggaaaagg 


720 


tggcgcctat 


ggctacggcg 


gaggctcgtc 


gtcgtcgccg 


tcagggctcg 


gcaggtagga 


780 


caggttgtga 


ccgtcgccgt 


ccatgcttgc 


atggccatgg 


ccatggctcg 


gctcccgccg 


840 
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ccggcttctt gcttggtgtc ggtaattagc gctggtggcc tgcgctggtt aagttaacct 900 

tcggtttttc ccccttttct tttcgtggta agtaatgttg tgctgaatgg agacagtgat 960 

atggttaaga tagctccata acctctcggt aattaatcct gtgatttgta ctcccaagct 1020 

gctgctaaac tgagctatga cacaatacaa atgctgccat taac 1064 



<210> 


50 


<211> 


212 


<212> 


PRT 


<213> 


Zea mays 


<200> 




<223> 


G3436 ZEAMA 


<400> 


50 



Met Pro Asp Ser Asp Asn Glu Ser Gly Gly Pro Ser Asn Ala Glu Phe 
1 5 10 15 

Ser Ser Pro Arg Glu Gin Asp Arg Phe Leu Pro lie Ala Asn Val Ser 
20 25 30 

Arg lie Met Lys Lys Ala Leu Pro Ala Asn Ala Lys lie Ser Lys Asp 
35 40 45 

Ala Lys Glu Thr Val Gin Glu Cys Val Ser Glu Phe He Ser Phe He 
50 55 60 

Thr Gly Glu Ala Ser Asp Lys Cys Gin Arg Glu Lys Arg Lys Thr He 
65 1 70 75 80 

Asn Gly Asp Asp Leu Leu Trp Ala Met Thr Thr Leu Gly Phe Glu Asp 
85 90 95 

Tyr Val Glu Pro Leu Lys Leu Tyr Leu His Lys Phe Arg Glu Leu Glu 
100 ' 105 HO 

Gly Glu Lys Ala Ala Thr Thr Ser Ala Ser Ser Gly Pro Gin Pro Pro 
115 120 125 

Leu His Arg Glu Thr Thr Pro Ser Ser Ser Thr His Asn Gly Ala Gly 
130 135 140 

Gly Pro Val Gly Gly Tyr Gly Met Tyr Gly Gly Ala Gly Gly Gly Ser 
145 150 155 160 

Gly Met He Met Met Met Gly Gin Pro Met Tyr Gly Gly Ser Pro Pro 
165 170 175 
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Ala Ala Ser Ser Gly Ser Tyr Pro His His Gin Met Ala Met Gly Gly 
180 " 185 190 

Lys Gly Gly Ala Tyr Gly Tyr Gly Gly Gly Ser Ser Ser Ser Pro Ser 
195 200 205 



Gly Leu Gly Arg 
210 

<210> 51 

<211> 1818 

<212> DNA 

<213> Glycine max 

<200> 

<223> G3 473 GLYMA- 2 8NOV0 1 - CLUSTER3 3 5 0 4_4 
<400> 51 



tttttaaata 


ataaaatgtt 


tctttggaaa 


tttcttaaaa 


agtatgaaca 


taaatttaaa 


60 


ttattatttt 


atattaaatg 


cacttatgtt 


aatttatttg 


tcttgcatac 


acatttaatg 


120 


ttatccttct 


ttatatctat 


attaaactat 


atatataaag 


aaaagatttt 


gaaatttgaa 


180 


taagataaga 


gtgtccaggt 


cagaggcgag 


cacgtgccag 


ataccaaagc 


aacggtccag 


240 


atcatggagc 


actcaccaaa 


tccaagggct 


ccaattcgtc 


cgtggacact 


cacacttatc 


300 


gactaacaac 


ggtccacaaa 


tcgccacgtg 


tcctcaagat 


aaagcgttat 


taacccttct 


360 


gatccaacgg 


atcctgctca 


ttatctccca 


aacaaacccc 


tccgttccgt 


ttcacctttc 


420 


cccttcccgc 


cggagccgcc 


gtcaccggtc 


gctggccacc 


gtatccgacc 


ctcccaatac 


480 


accctttccg 


agtcccacac 


aaaattgcac 


gattctgtga 


tttcaatttt 


caggtctcga 


540 


ggatttcgtt 


tcagaagcgc 


ttccatttga 


cgcagaacca 


ccgactcaaa 


ccgattcgcg 


600 


ccgagttcgt 


gactcgaatt 


ttcaacttct 


cattcatatt 


ccaaatcgaa 


tttgaaactc 


660 


cgaagaaaaa 


ttcaccgaac 


actgaatctc 


agtttccaag 


gagcttcttc 


tacgaagagc 


720 


gcttcaattc 


cacgcagaac 


caccaagtca 


agccggttcg 


tgactcggat 


tctcaattcc 


780 


tcgttcattc 


ccgaacgaat 


tttaaattcc 


gaagaaaacc 


gcaccgaaca 


ctgaatttca 


840 


gattctgaac 


aagtttcttc 


cgcgaaacag 


cacagcactt 


caatttcacg 


tggaacagag 


900 


acaaagggat 


tcgtggttcg 


aattctcaat 


cgattttcaa 


attccgaaca 


gcgaacagta 


960 


cttcaatttc 


acgtcgaact 


agtcaaagcg 


attcaaatcg 


atttcgcgaa 


ctcgtccgat 


1020 


attttccctg 


cactgactta 


gtgattcgtt 


tcatctttct 


cagcgcgtct 


tcgatttttc 


1080 


cgttagtcga 


tggcggactc 


cgacaacgac 


tccggcggcg 


cgcacaacgg 


cggcaagggg 


1140 


agcgagatgt 


cgccgcggga 


gcaggaccgg 


tttctcccga 


tcgcgaacgt 


gagccgcatc 


1200 
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atgaagaagg 


cgctgccggc 


gaacgcgaag 


atctcgaagg 


acgcgaagga 


gacggtgcag 


1260 


gagtgcgtgt 


cggagttcat 


cagcttccat 


tcaccggggg 


gcctcgccgg 


tgagtgccag 


1320 


aaggagaaga 


ggaagacgat 


caacggcgat 


gatctgctgt 


gggccatgac 


cacgctggga 


1380 


ttcgaggagt 


acgtggagcc 


tctcaaggtt 


tatctgcata 


agtataggga 


gctggaaggg 


1440 


gagaaaactg 


ctatgatggg 


aaggccacat 


gagagggatg 


agggttatgg 


tcatgcaact 


1500 


cctatgatga 


tcatgatggg 


gcatcagcag 


cagcagcatc 


agggacacgt 


gtatggatct 


1560 


ggaactacta 


ctggatcagc 


atcttctgca 


agaactagat 


aacaggttta 


tgcatgtgtt 


1620 


atctcatctg 


tttaagctta 


ttaagggtgg 


tctttttgga 


tggtgatttt 


gtttgatttt 


1680 


agaaacaccc 


cagctccagc 


ttgtaattgt 


tgcttgaaac 


ttcgttgttg 


agagaatata 


1740 


gccattattg 


tggatggtga 


tgtgacatgc 


acagaatttt 


tgtattcttc 


tttcttccaa 


1800 


tggatttatc 


tcgggccc 










1818 



<210> 52 

<211> 170 

<212> PRT 

<213> Glycine max 

<200> 

<223> G3473 GLYMA- 2 8NOV0 1 - CLUSTER3 3 5 0 4_4 polypeptide 
<400> 52 

Met Ala Asp Ser Asp Asn Asp Ser Gly Gly Ala His Asn Gly Gly Lys 
x 5 10 15 

Gly Ser Glu Met Ser Pro Arg Glu Gin Asp Arg Phe Leu Pro lie Ala 
20 25 30 

Asn Val Ser Arg He Met Lys Lys Ala Leu Pro Ala Asn Ala Lys He 
35 40 45 

Ser Lys Asp Ala Lys Glu Thr Val Gin Glu Cys Val Ser Glu Phe He 
50 55 60 

Ser Phe His Ser Pro Gly Gly Leu Ala Gly Glu Cys Gin Lys Glu Lys 
65 70 75 80 

Arq Lys Thr He Asn Gly Asp Asp Leu Leu Trp Ala Met Thr Thr Leu 
85 90 95 

Gly Phe Glu Glu Tyr Val Glu Pro Leu Lys Val Tyr Leu His Lys Tyr 
100 105 HO 



Arg Glu Leu Glu Gly Glu Lys Thr Ala Met Met Gly Arg Pro His Glu 
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115 120 125 

Arg Asp Glu Gly Tyr Gly His Ala Thr Pro Met Met He Met Met Gly 
130 ' 135 140 

His Gin Gin Gin Gin His Gin Gly His Val Tyr Gly Ser Gly Thr Thr 
145 150 155 160 

Thr Gly Ser Ala Ser Ser Ala Arg Thr Arg 
165 170 

<210> 53 

<211> 943 

<212> DNA 

<213> Oryza sativa 

<200> 

<223> ORYSA-22JAN02-CLUSTER119015_1 



<4UU> bJ 

ctccgccccc 


ccccgcgcct 


tcccccctct 


ctctcctctc 


ctctccgcga 


ctccctccac 


60 


ccccgcgcgc 


gcgcgttttt 


ttttttgcgt 


aagggttttt 


ggagggcggc 


gcggggatgg 


120 


cggacgcggg 


gcacgacgag 


agcgggagcc 


cgccgaggag 


cggcggggtg 


agggagcagg 


180 


acaggttcct 


gcccatcgcc 


aacatcagcc 


gcatcatgaa 


gaaggccgtc 


ccggcgaacg 


240 


gcaagatcgc 


caaggacgcc 


aaggagaccc 


tgcaggagtg 


cgtctcggag 


ttcatctcct 


300 


tcgtcaccag 


cgaggcgagc 


gacaaatgtc 


agaaggagaa 


gcgcaagacc 


atcaacgggg 


360 


aagatctcct 


ctttgcgatg 


ggtacgcttg 


gctttgagga 


gtacgttgat 


ccgttgaaga 


420 


tctatttaca 


caagtacaga 


gagatggagg 


gtgatagtaa 


gctgtcctca 


aaggctggtg 


480 


atggttcagt 


aaagaaggat 


acaattggtc 


cgcacagtgg 


cgctagtagc 


tcaagtgcgc 


540 


aagggatggt 


tggggcttac 


acccaaggga 


tgggttatat 


gcaacctcag 


tatcataatg 


600 


gggacaccta 


aagatgagga 


cagtgaaaat 


tttcagtaac 


tggtgtcctc 


tgtgagttat 


660 


tatccatctg 


ttaaggaaga 


acccacatta 


gggccatatt 


tattagtaga 


agactaaagc 


720 


acttgaaggg 


tgttggttta 


gaaagggtgt 


taacagttgg 


ctgtggcgat 


tgcttcacag 


780 


atgtaaattg 


cttcataagt 


ggtttaatgc 


ttgtttttgc 


ctgtatattc 


agagcaattt 


840 


tcacatattg 


gtagttctgc 


aatcttttgc 


attcccatac 


atgtatcagg 


tggcacaaat 


900 


ctattgcaag 


taccctagca 


ttgaataatg 


ctggttaaca 


tat 




943 



<210> 54 

<211> 164 

<212> PRT 

<213> Oryza sativa 
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<200> 

<223> ORYSA-22JAN02-CLUSTER119015_1 polypeptide 
<400> 54 

Met Ala Asp Ala Gly His Asp Glu Ser Gly Ser Pro Pro Arg Ser Gly 
R 10 15 



Glv Val Arg Glu Gin Asp Arg Phe Leu Pro He Ala Asn He Ser Arg 
20 ~ 25 30 

He Met Lys Lys Ala Val Pro Ala Asn Gly Lys He Ala Lys Asp Ala 
35 40 45 

Lvs Glu Thr Leu Gin Glu Cys Val Ser Glu Phe He Ser Phe Val Thr 
50 55 60 

Ser Glu Ala Ser Asp Lys Cys Gin Lys Glu Lys Arg Lys Thr He Asn 
65 70 ' 75 80 

Gly Glu Asp Leu Leu Phe Ala Met Gly Thr Leu Gly Phe Glu Glu Tyr 
85 90 95 

Val Asp Pro Leu Lys He Tyr Leu His Lys Tyr Arg Glu Met Glu Gly 
100 105 HO 

Asp Ser Lys Leu Ser Ser Lys Ala Gly Asp Gly Ser Val Lys Lys Asp 
115 120 125 

Thr He Gly Pro His Ser Gly Ala Ser Ser Ser Ser Ala Gin Gly Met 
130 ^ 135 140 

Val Gly Ala Tyr Thr Gin Gly Met Gly Tyr Met Gin Pro Gin Tyr His 
145 150 155 160 

Asn Gly Asp Thr 



<210> 


55 


<211> 


870 


<212> 


DNA 


<213> 


Zea mays 


<200> 




<223> 


Zm_S11418173 


<400> 


55 



gaactccgga c a *yvyu«yv, aggagctcat ggcggaagct ccggcgagcc ctggcggcgg 60 
cggcgggagc cacgagagcg ggagccccag gggaggcgga ggcggtggca gcgtcaggga 12 0 
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gcaggacagg 


ttcctgccca 


tcgccaacat 


cagtcgcatc 


atgaagaagg 


ccatcccggc 


180 


taacgggaag 


atcgccaagg 


acgctaagga 


gaccgtgcag 


gagtgcgtct 


ccgagttcat 


240 


ctccttcatc 


actagcgaag 


cgagtgacaa 


gtgccagagg 


gagaagcgga 


agaccatcaa 


300 


tggcgacgat 


ctgctgtggg 


ccatggccac 


gctggggttt 


gaagactaca 


ttgaacccct 


360 


caaggtgtac 


ctacagaagt 


acagagagat 


ggagggtgat 


agcaagttaa 


ctgctaaatc 


420 


tagcgatggc 


tcgattaaaa 


aggatgctct 


tggtcatgtg ggagcaagta 


gctcagctgc 


480 


agaagggatg 


ggccaacagg 


gagcatacaa 


ccaaggaatg 


ggttatatgc 


aacctcagta 


540 


ccataacggg 


gatatctcaa 


actaatgaag 


gtatggacct 


tttctgcgac 


agctgctctt 


600 


acctgaggcg 


attttttttg 


tcttagttat 


ttactaagac 


accttgcggt 


gaccattaaa 


660 


gagtaaccaa 


tcgccctcaa 


taggtccgtt 


tttatctgcc 


agaactgatg 


aggtcgctca 


720 


ctaggagtaa 


gtcgcttccc 


tgggaacggt 


tgtcggctag 


caccgctctt 


gtatgtatat 


780 


taagagtaac 


ttaatgattg 


gtcttttggc 


tgcgatttga 


tttgattata 


tgtatttgta 


840 


tcgggaggca 


taaatattgt 


gtaattgtgt 








870 



<210> 56 

<211> 183 

<212> PRT 

<213> Zea mays 

<200> 

<223> Zm_S11418173 polypeptide 
<400> 56 

Ala Gin Glu Glu Leu Met Ala Glu Ala Pro Ala Ser Pro Gly Gly Gly 
15 10 15 



Gly Gly Ser His Glu Ser Gly Ser Pro Arg Gly Gly Gly Gly Gly Gly 
20 25 30 



Ser Val Arg Glu Gin Asp Arg Phe Leu Pro He Ala Asn He Ser Arg 
35 40 45 



He Met Lys Lys Ala He Pro Ala Asn Gly Lys He Ala Lys Asp Ala 
50 55 60 



Lys Glu Thr Val Gin Glu Cys Val Ser Glu Phe He Ser Phe He Thr 
65 70 ' 75 80 



Ser Glu Ala Ser Asp Lys Cys Gin Arg Glu Lys Arg Lys Thr He Asn 
85 90 95 



Gly Asp Asp Leu Leu Trp Ala Met Ala Thr Leu Gly Phe Glu Asp Tyr 
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100 105 



lie Glu Pro Leu Lys Val Tyr Leu Gin Lys Tyr Arg Glu Met Glu Gly 
115 120 125 

Asp Ser Lys Leu Thr Ala Lys Ser Ser Asp Gly Ser He Lys Lys Asp 
130 135 140 

Ala Leu Gly His Val Gly Ala Ser Ser Ser Ala Ala Glu Gly Met Gly 
145 150 155 160 

Gin Gin Gly Ala Tyr Asn Gin Gly Met Gly Tyr Met Gin Pro Gin Tyr 
165 170 175 



His Asn Gly Asp He Ser Asn 
180 



<210> 57 

<211> 734 

<212> DNA 

<213> Zea mays 

<220> 

<221> misc_f eature 

<222> (712) . . (712) 

<223> n is a, c, g, or t 

<200> 

<223> Zm_S11434692 

<400> 57 

tttttttttt ttttttaatc accattattt aggcctagga ctactatatt atatttatgc 



60 
120 



tgaataatac atatctgtaa atgtaaaagg ttgccaaaag tagcaacagt caaatcatcc 
taaatatacg gacaaaagca gcgctaaacc gaagccaatt tacacctgag aggcagccat 180 
cgcagagatt aacacccttt gtaagtgcct cctgttttct gccaatacac atggtaagca 240 
atgcagagac ttccctagca taaattgctg ctgtattagc cctttattag gtttccccat 300 
tgtggtactg tggctgcata tagcccatcc cttggttgta gactccatgc tgaaccaact 360 
gattacttga gctactggtg ccaccatggg gactaattgc atccttcttt acagagccct 420 
cgccagcctt tgtagacagc ttgctatcac cctccatctc tttgtacttt tgtaggtaaa 
tcttgagagg ctcgacgtac tcctcgaatc ctaaagtggc catcgcccag agcaaatcgt 
ccccgttgat tgtctttcgt ttctccttct ggcatttgtc gctggcctcg ctggtcacga 
atgatatgaa ctcggagacg cactcctgca gggtctcctt agcgtccttg gcgatcttgc 
cgttggccgg gacggccttc ttcatgatcc ggctgatgtt ggcgatgggc angaaccggt 720 
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480 
540 
600 
660 



cctgctcccg gacg 
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734 



<210> 58 

<211> 148 

<212> PRT 

<213> Zea mays 



<220> 

< 2 2 1 > mi sc_f eature 
<222> (8) . . (8) 

<223> Xaa can be any naturally occurring amino acid 
<200> 

<223> Zm_S11434692 polypeptide 
<400> 58 

Val Arg Glu Gin Asp Arg Phe Xaa Pro lie Ala Asn lie Ser Arg lie 
1 " 5 10 15 

Met Lys Lys Ala Val Pro Ala Asn Gly Lys He Ala Lys Asp Ala Lys 
20 25 30 

Glu Thr Leu Gin Glu Cys Val Ser Glu Phe He Ser Phe Val Thr Ser 
35 40 45 

Glu Ala Ser Asp Lys Cys Gin Lys Glu Lys Arg Lys Thr He Asn Gly 
50 55 60 

Asp Asp Leu Leu Trp Ala Met Ala Thr Leu Gly Phe Glu Glu Tyr Val 
65 70 75 80 

Glu Pro Leu Lys He Tyr Leu Gin Lys Tyr Lys Glu Met Glu Gly Asp 
85 90 95 

Ser Lys Leu Ser Thr Lys Ala Gly Glu Gly Ser Val Lys Lys Asp Ala 
100 105 HO 

He Ser Pro His Gly Gly Thr Ser Ser Ser Ser Asn Gin Leu Val Gin 
115 120 125 

His Gly Val Tyr Asn Gin Gly Met Gly Tyr Met Gin Pro Gin Tyr His 
130 135 140 



Asn Gly Glu Thr 
145 



<210> 59 
<211> 720 
<212> DNA 
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<213> Triticum aestivum 



<220> 

<2 21> misc_f eature 

<222> (2) . . (2) 

<223> n is a, c, g, or t 

<220> 

<221> misc_f eature 

<222> (10) . . (10) 

<223> n is a, c, g, or t 

<220> 

<221> misc_f eature 

<222> (13) . . (14) 

<223> n is a, c, g, or t 

<220> 

< 2 2 1 > mi s cjeature 
<222> (690) . . (690) 

<223> n is a, c, g, or t 



<200> 

.<223> Ta_S45374 



<400> 59 
cnccccccan 


aannagtttg 


attacccctg 


ctcgaaatta 


accctcacta 


aagggaacaa 


60 


aagctggagc 


tccaccgcgg 


tggcggccgc 


tctagaacta 


gtggatcccc 


cgggctgcag 


120 


gaattcggca 


ccagccacca 


ccttccctcc 


ctccacgcgc 


ccgtctatat 


aaggaggagg 


180 


gccggatgtc 


ggacgcgccg 


gcgagccccc 


cgggcggcgg 


cggcggcgga 


ggaggcggcg 


240 


gcagcgacga 


cggcggcggc 


ggcggcggct 


tcggcggcgt 


cagggagcag 


gacaggttcc 


300 


tgcccatcgc 


caacatcagc 


cgcatcatga 


agaaggccat 


cccggccaac 


ggcaagatcg 


360 


ccaaggacgc 


caaggagacc 


gtgcaggagt 


gcgtctccga 


gttcatctcc 


ttcatcacca 


420 


gcgaggcgag 


cgacaagtgc 


cagagggaga 


agcgcaagac 


catcaacggc 


gacgacctgc 


480 


tctgggcgat 


ggcgacgctg 


ggcttcgagg 


agtacatcga 


gcccctcaag 


gtttatctgc 


540 


agaagtacag 


agagacggag 


ggtgatagta 


agctagctgg 


aaagtctggt 


gaagtctctg 


600 


ttaaaaagga 


tgcacttggt 


cctcatggag 


gagcaagtgg 


cacaagtgcg 


caagggatgg 


660 


gccaacaagt 


acatacaatc 


caagaatggn 


ttatatgcaa 


cctcagtacc 


ataatggggg 


720 



<210> 60 

<211> 179 

<212> PRT 

<213> Triticum aestivum 



<220> 

< 2 2 1 > mi s c_feature 

<222> (169) . . (169) 

<223> Xaa can be any naturally occurring amino acid 
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<220> 

<2 2 1 > misc__f eature 
<222> (179) . . (179) 

<223> Xaa can be any naturally occurring amino acid 
<200> 

<223> Ta_S45374 polypeptide 
<400> 60 

Met Ser Asp Ala Pro Ala Ser Pro Pro Gly Gly Gly Gly Gly Gly Gly 
15 io 15 

Gly Gly Gly Ser Asp Asp Gly Gly Gly Gly Gly Gly Phe Gly Gly Val 
20 25 30 

Arg Glu Gin Asp Arg Phe Leu Pro He Ala Asn He Ser Arg He Met 
35 40 45 

Lys Lys Ala He Pro Ala Asn Gly Lys He Ala Lys Asp Ala Lys Glu 
50 55 60 

Thr Val Gin Glu Cys Val Ser Glu Phe He Ser Phe He Thr Ser Glu 
65 70 75 80 

Ala Ser Asp Lys Cys Gin Arg Glu Lys Arg Lys Thr He Asn Gly Asp 
85 90 95 

Asp Leu Leu Trp Ala Met Ala Thr Leu Gly Phe Glu Glu Tyr He Glu 
100 105 HO 

Pro Leu Lys Val Tyr Leu Gin Lys Tyr Arg Glu Thr Glu Gly Asp Ser 
115 120 125 

Lys Leu Ala Gly Lys Ser Gly Glu Val Ser Val Lys Lys Asp Ala Leu 
130 ' 135 140 

Gly Pro His Gly Gly Ala Ser Gly Thr Ser Ala Gin Gly Met Gly Gin 
145 ' 150 155 160 



Gin Val His Thr He Gin Glu Trp Xaa He Cys Asn Leu Ser Thr He 
165 170 175 



Met Gly Xaa 



<210> 61 
<211> 924 
<212> DNA 
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<213> Triticum aestivum 



<220> 

< 2 2 1 > mi s c_f eat ure 
<222> (285) . . (285) 
<223> n is a, c, g, or t 

<220> 

< 2 2 1 > mi s c_f ea tur e 
<222> (360) . . (360) 
<223> n is a, c, g, or t 

<220> 

< 2 2 1 > mi s c_f ea t ur e 
<222> (385) . . (385) 
<223> n is a, c, g, or t 



<220> 

<221> misc_f eature 

<222> (511) . . (511) 

<223> n is a, c, g, or t 



<220> 

< 2 2 1 > mis c_f eature 

<222> (534) . . (534) 

<223> n is a, c, g, or t 

<220> 

<2 21> mi sc_f eature 

<222> (536) . . (536) 

<223> n is a, c, g, or t 



<220> 

<221> misc_f eature 

<222> (546) . . (546) 

<223> n is a, c, g, or t 



<220> 

<221> misc_feature 

<222> (581) . . (581) 

<223> n is a, c, g, or t 

<220> 

<221> misc_f eature 

<222> (600) . . (600) 

<223> n is a, c, g, or t 



<220> 

<221> mi sc_f eature 

<222> (606) - . (606) 

<223> n is a, c, g, or t 



<220> 

<221> misc_f eature 

<222> (611) . . (611) 

<223> n is a, c, g, or t 

<220> 

< 2 2 1 > mi sc_f eature 

<222> (617) . . (619) 

<223> n is a, c, g, or t 
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<220> 
<221> 
<222> 
<223> 

<220> 
<221> 
<222> 
<223> 

<220> 
<221> 
<222> 
<223> 

<220> 
<221> 
<222> 
<223> 

<220> 
<221> 
<222> 
<223> 

<220> 
<221> 
<222> 
<223> 

<220> 
<221> 
<222> 
<223> 

<220> 
<221> 
<222> 
<223> 

<220> 
<221> 
<222> 
<223> 

<220> 
<221> 
<222> 
<223> 

<220> 
<221> 
<222> 
<223> 

<220> 
<221> 
<222> 
<223> 

<220> 



misc__f eature 
(638) . . (639) 
n is a, c, g, or t 



misc_f eature 
(643) . . (643) 
n is a, c , g, or t 



misc_f eature 
(677) . . (678) 
n is a, c, g, or t 



misc_f eature 
(685) . . (686) 
n is a, c, g, or t 



misc_f eature 
(698) . . (698) 
n is a, c, g, or t 



misc_f eature 
(710) . . (710) 
n is a , c , g, or t 



misc_f eature 
(715) . . (715) 
n is a, c, g, or t 



misc_f eature 
(738) . . (738) 
n is a, c, g, or t 



misc_f eature 
(744) . . (744) 
n is a, c, g, or t 



misc_f eature 
(746) . . (746) 
n is a, c, g, or t 



misc_f eature 
(762) . . (763) 
n is a, c, g, or t 



mi sc_f eature 
(773) . . (773) 
n is a, c, g, or t 
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<221> misc_f eature 

<222> (780) . . (780) 

<223> n is a, c, g, or t 

<220> 

<221> misc_f eature 

<222> (783) . . (783) 

<223> n is a, c, g, or t 

<220> 

<221> misc_f eature 

<222> (786) . . (786) 

<223> n is a, c, g, or t 

<220> 

<221> misc_f eature 

<222> (797) . . (797) 

<223> n is a, c, g, or t 

<220> 

< 2 2 1 > mi sc_f eature 

<222> (803) . . (803) 

<223> n is a, c, g, or t 

<220> 

<221> misc__f eature 

<222> (826) . . (826) 

<223> n is a, c, g, or t 

<220> 

<221> misc_f eature 

<222> (831) . . (831) 

<223> n is a, c, g, or t 

<220> 

<221> misc_f eature 

<222> (834) . . (834) 

<223> n is a, c, g, or t 

<220> 

<221> misc_f eature 

<222> (837) . . (837) 

<223> n is a, c, g, or t 

<220> 

<221> mi sc_f eature 
<222> (847) . . (847) 

<223> n is a, c, g, or t 

<220> 

<221> misc_f eature 
<222> (855) . . (855) 

<223> n is a, c, g, or t 

<220> 

<221> misc_f eature 
<222> (869) . . (869) 

<223> n is a, c, g, or t 

<220> 

<2 21> misc_f eature 
<222> (892) . . (892) 
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<223> n is a, c, g, or t 
<220> 

< 2 2 1 > mi sc_f ea ture 

<222> (897) . . (897) 

<223> n is a, c, g, or t 

<220> 

<221> misc_f eature 

<222> (907) . . (907) 

<223> n is a, c, g, or t 

<220> 

<221> misc_feature 

<222> (920) . . (920) 

<223> n is a, c, g, or t 

<220> 

<221> misc_feature 

<222> (922) . . (923) 

<223> n is a, c, g, or t 

<200> 

<223> Ta S50443 



<400> 61 
ggcacgagca 


cagatcgagg 


aggaggagga 


gccatgccgg 


agtcggacaa 


cgactccggc 


60 


gggccgagca 


acaccggcgg 


ggagggggag 


ctgtcatcgc 


cgcgggagca 


ggaccgcttc 


120 


ctgcccatcg 


ccaatgtcag 


ccggatcatg 


aagaaggcgc 


tcccggccaa 


cgccaagatc 


180 


agcaaggacg 


ccaaggagac 


ggtgcaggag 


tgcgtctccg 


agttcatctc 


cttcatcacc 


240 


ggcgaggcct 


ccgacaagtg 


ccagcgcgag 


aagcgcaaga 


ccatnaacgg 


cgacgacctg 


300 


ctctgggcca 


tgaccaccct 


cggcttcgag 


gactatgtcg 


acccgctcaa 


gcactacctn 


360 


cacaagttcc 


gcgagatcga 


gggcnagagg 


gccgccgcca 


catcaacatc 


aaccacgccc 


420 


gacatgccaa 


gaaacaacaa 


caacaatgcc 


cgccggttac 


cccgacgccc 


cgggaggcat 


480 


gatgatgatg 


gggcagccca 


tgtaccggtt 


ngccggccgc 


accacaagga 


gcangnaccc 


540 


aacatnaaaa 


ttgcaatggg 


gaggggagaa 


gcgggctttt 


nctattttgg 


aggcgggggn 


600 


gggtcntcgt 


natcctnnng 


ggttttgacc 


gaaaaaanng 


ganacctttt 


cctttttctt 


660 


ttcttttctt 


tttggannct 


gaccnnaagg 


ggaggggntt 


ttcaaacttn 


tgttncttct 


720 


ttttgggtga 


aaaccctnct 


tgtnanctta 


aaattctttt 


cnnccccagg 


ggnggggaan 


780 


atnttntttt 


ttccccncgt 


tgnttgaaaa 


cctttttttt 


ttaaantttt 


ncgnttnttc 


840 


ccctgcnaaa 


aaaanttttt 


ttttttttna 


aaaaaaaaaa 


aaaaaaaaat 


tngaggnttt 


900 


tttaagnggg 


gcggggcccn 


annt 








924 



<210> 62 
<211> 268 
<212> PRT 
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213> Triticum aestivum 



220> 

2 2 1 > mi sc_f eature 

222> (95) . . (95) 

223> Xaa can be any naturally occurring amino acid 
220> 

221> misc_feature 

222> (120) . . (120) 

223 > Xaa can be any naturally occurring ammo acid 
220> 

221> misc_feature 

222> (129) . . (129) 

223> Xaa can be any naturally occurring amino acid 
220> 

221> misc_feature 

222> (171).. (171) 

223 > Xaa can be any naturally occurring amino acid 
<220> 

<221> mi sc_f eature 

<222> (178) . . (179) 

<223> Xaa can be any naturally occurring ammo acid 
<220> 

<221> misc_feature 

<222> (182) . . (182) 

<223> Xaa can be any naturally occurring ammo acid 
<220> 

<221> misc_f eature 

<222> (194) . . (194) 

<223> Xaa can be any naturally occurring amino acid 
<220> 

<221> mis cofeature 

<222> (200) . . (200) 

<223> Xaa can be any naturally occurring amino acid 
<220> 

<221> mi sc_f eature 

<222> (202) . . (202) 

<22 3> Xaa can be any naturally occurring ammo acid 
<220> 

< 2 2 1 > mis cofeature 
<222> (204) . . (204) 

<223> Xaa can be any naturally occurring amino acid 
<220> 

<221> misc_f eature 

<222> (206) . . (207) 

<223> Xaa can be any naturally occurring amino acid 
<220> 

< 2 2 1> misc_f eature 
<222> (213) . . (213) 

<223> Xaa can be any naturally occurring amino acid 
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<220> 

<221> misc_f eature 

<222> (215) . . (215) 

<223> Xaa can be any naturally occurring amino acid 



<220> 

<221> misc_feature 

<222> (226) . . (226) 

<223> Xaa can be any naturally occurring amino acid 



<220> 

< 2 2 1 > mi sc_f eature 

<222> (229) . . (229) 

<223> Xaa can be any naturally occurring amino acid 
<220> 

<221> mi sc_f eature 

<222> (233) . . (233) 

<223> Xaa can be any naturally occurring amino acid 



<220> 

<221> misc_f eature 

<222> (237) . . (237) 

<223> Xaa can be any naturally occurring amino acid 



<220> 

<221> misc_feature 

<222> (239) . . (239) 

<223> Xaa can be any naturally occurring amino acid 



<220> 

<221> misc_f eature 

<222> (246) . . (246) 

<223> Xaa can be any naturally occurring amino acid 



<220> 

<221> misc_feature 

<222> (248) . . (249) 

<22 3> Xaa can be any naturally occurring amino acid 



<220> 

<221> misc_f eature 

<222> (254) . . (255) 

<22 3> Xaa can be any naturally occurring amino acid 



<220> 

<221> misc_feature 

<222> (258) . . (258) 

<223> Xaa can be any naturally occurring amino acid 



<220> 

<221> misc_f eature 

<222> (260) . . (262) 

<223> Xaa can be any naturally occurring amino acid 



<220> 

< 2 2 1 > mis c_f eature 

<222> (266) . . (266) 

<223> Xaa can be any naturally occurring amino acid 



<220> 
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<221> misc_f eature 
<222> (268) . . (268) 

<223> Xaa can be any naturally occurring amino acid 
<200> 

<223> Ta_S50443 polypeptide 
<400> 62 

Gly Thr Ser Thr Asp Arg Gly Gly Gly Gly Ala Met Pro Glu Ser Asp 
15 10 15 

Asn Asp Ser Gly Gly Pro Ser Asn Thr Gly Gly Glu Gly Glu Leu Ser 
20 25 30 

Ser Pro Arg Glu Gin Asp Arg Phe Leu Pro lie Ala Asn Val Ser Arg 
35 40 45 

lie Met Lys Lys Ala Leu Pro Ala Asn Ala Lys lie Ser Lys Asp Ala 
50 1 ' 55 60 

Lys Glu Thr Val Gin Glu Cys Val Ser Glu Phe lie Ser Phe lie Thr 
65 70 75 80 

Gly Glu Ala Ser Asp Lys Cys Gin Arg Glu Lys Arg Lys Thr Xaa Asn 
85 90 95 



Gly Asp Asp Leu Leu Trp Ala Met Thr Thr Leu Gly Phe Glu Asp Tyr 

100 105 HO 

Val Asp Pro Leu Lys His Tyr Xaa His Lys Phe Arg Glu lie Glu Gly 

115 ' 120 125 



Xaa Arg Ala Ala Ala Thr Ser Thr Ser Thr Thr Pro Asp Met Pro Arg 
130 135 140 

Asn Asn Asn Asn Asn Ala Arg Arg Leu Pro Arg Arg Pro Gly Arg His 

145 150 155 160 



Asp Asp Asp Gly Ala Ala His Val Pro Val Xaa Arg Pro His His Lys 
165 170 175 



Glu Xaa Xaa Pro Asn Xaa Lys lie Ala Met Gly Arg Gly Glu Ala Gly 
180 185 190 



Phe Xaa Tyr Phe Gly Gly Gly Xaa Gly Xaa Ser Xaa Ser Xaa Xaa Val 
195 200 205 



Leu Thr Glu Lys Xaa Gly Xaa Leu Phe Leu Phe Leu Phe Phe Ser Phe 
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215 220 



Trp Xaa Leu Thr Xaa Arg Gly Gly Xaa Phe Gin Thr Xaa Val Xaa Ser 
225 230 235 240 

Phe Trp Val Lys Thr Xaa Leu Xaa Xaa Leu Lys Phe Phe Xaa Xaa Pro 
245 250 255 

Gly Xaa Gly Xaa Xaa Xaa Phe Phe Pro Xaa Val Xaa 
260 265 

<210> 63 
<211> 935 
<212> DNA 

<213> Lycopersicon esculentum 
<200> 

<22 3> SGN-UNIGENE-46 85 9 
<400> 63 



agagaaaaga 


gattcttttt 


atatatagtt 


ataaaaaaat 


ttcagagttt 


tctttgtaaa 


60 


acgaacggtg 


ttgatagggc 


aaaatccaaa 


actctgcctc 


atctcagtcg 


tctccctttc 


120 


tcccttcttc 


tccaacgtcc 


gatcttccag 


ttccctccat 


ccccagtatg 


gcggatggtc 


180 


aaggttcgtc 


taggtcaccg 


gcgagtccaa 


acggaggtgg 


tagtcatgag 


agtggtgggg 


240 


accagagtcc 


gaggtctaat 


gtacgtgaac 


aggacaggtt 


tttaccaata 


gctaatatta 


300 


gtagaatcat 


gaagaaggca 


cttcctgcta 


atggaaaaat 


tgcgaaggat 


gctaaggaga 


360 


ctgttcagga 


atgtgtttct 


gagttcatca 


gcttcattac 


tagcgaggca 


agtgacaagt 


420 


gccagagaga 


gaaaaggaag 


actattaatg 


gtgacgattt 


gctatgggca 


atggcaactc 


480 


ttgggtttga 


agattatatt 


gaaccactca 


aggtgtatct 


tgctcgatac 


agagagatgg 


540 


agggaacgtc 


aaaggctgct 


gatggctcta 


ctaaaagaga 


tgggatgcaa 


cctggtccta 


600 


attcacagct 


tgcacatcag 


ggttcatact 


cacaaggaat 


gaattatggg 


aattctcagg 


660 


gtcagcatat 


gatggtcccg 


atgcaaggaa 


ctgagtaaaa 


atccgatctt 


cgtcctgttt 


720 


gagaagacgg 


gtggagttga 


aaacatatta 


tatatataga 


tggttcttct 


gctgtaacct 


780 


ctgtaacatg 


gtttattaat 


tctagtgctc 


tctagtgagt 


gccatgtcat 


atttaaagtt 


840 


tgtaaattga 


ggagatgttt 


taagaaatat 


tatagacatg 


attgtttgta 


gtaataatga 


900 


aaaccattac 


ctagtaaaaa 


aaaaaaaaaa 


aaaaa 






935 



<210> 64 
<211> 176 
<212> PRT 

<213> Lycopersicon esculentum 
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<200> 

<223> SGN-UNIGENE-46859 polypeptide 
<400> 64 

Met Ala Asp Gly Gin Gly Ser Ser Arg Ser Pro Ala Ser Pro Asn Gly 
15 10 15 

Gly Gly Ser His Glu Ser Gly Gly Asp Gin Ser Pro Arg Ser Asn Val 
20 25 30 

Arg Glu Gin Asp Arg Phe Leu Pro lie Ala Asn lie Ser Arg lie Met 
35 40 45 

Lys Lys Ala Leu Pro Ala Asn Gly Lys lie Ala Lys Asp Ala Lys Glu 
50 55 60 

Thr Val Gin Glu Cys Val Ser Glu Phe lie Ser Phe lie Thr Ser Glu 
65 70 75 80 

Ala Ser Asp Lys Cys Gin Arg Glu Lys Arg Lys Thr lie Asn Gly Asp 
85 90 95 

Asp Leu Leu Trp Ala Met Ala Thr Leu Gly Phe Glu Asp Tyr lie Glu 
100 105 HO 

Pro Leu Lys Val Tyr Leu Ala Arg Tyr Arg Glu Met Glu Gly Thr Ser 
115 120 125 

Lys Ala Ala Asp Gly Ser Thr Lys Arg Asp Gly Met Gin Pro Gly Pro 
13 0 13 5 14 0 

Asn Ser Gin Leu Ala His Gin Gly Ser Tyr Ser Gin Gly Met Asn Tyr 
145 150 155 160 

Gly Asn Ser Gin Gly Gin His Met Met Val Pro Met Gin Gly Thr Glu 
165 170 175 



<210> 65 
<211> 1004 
<212> DNA 

<213> Lycopersicon esculentum 
<200> 

<223> SGN-UNIGENE-4 7447 
<400> 65 

agtgcttcaa catttttctc cctgacatat tgtttattat tagtttcata aaaaaaatta 60 
taaaaatttt ctccattttc ttgttcttaa agcttgtgta ctatcatagg caaatacaag 120 
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actgcgtata 


catcaatgtc 


ttcggacttt 


actcgtagaa 


ttacatttac 


gacagaataa 


180 


agttgtgcat 


atcgtaccac 


ttgtgagatt 


actccgggta 


atttctcttt 


tgtattgatc 


240 


ggaacagaat 


ttaggcgatt 


tcgatggcgg 


attcggataa 


tgaatcagga 


ggacatagag 


300 


ataacagtaa 


cattgagagt 


tccctaagag 


aacaagacag 


gttccttccc 


atagcaaatg 


360 


taagcagaat 


catgaagaaa 


gctttaccag 


ctaacgcgaa 


aatctcaaaa 


gatgctaagg 


420 


aggtagttca 


agaatgtgtt 


tctgaattca 


taagtttcat 


cacaggggaa 


gcatcagata 


480 


agtgtcaaag 


agaaaagaga 


aagacaatca 


atggtgatga 


tctgttgtgg 


gcaatgacaa 


540 


ctcttggttt 


tgaagaatac 


attgagccac 


tcaagattta 


tttgcagagg 


tttagggatt 


600 


tggaagggca 


aaaaagtggt 


gtctctggag 


agaaggatca 


tagtggatca 


gtgggttatg 


660 


ttgaggacta 


ccatggcatg 


atgatgatgg 


ggagtcaaca 


tcatcaagga 


cgcgggtatg 


720 


gcaccggtgt 


atacaatcat 


catacggggg 


agaatgctgc 


aggggttggt 


acaggagggt 


780 


cgcggtttcc 


tgacgttggg 


aggcaaaggt 


gaagctgtga 


catccgcgga 


ctacaaagat 


840 


gtatcaggac 


gcgatgtatc 


aactgtcaac 


aggttgaagt 


atggacactg 


aaagacagga 


900 


acagactttg 


tagtttgtat 


tctacagaga 


tgtaaattgg 


taaacatgtg 


tgtacattac 


960 


aatgtgggtg 


taaacatgga 


ttgtaattgt 


ctattaaaaa 


aaaa 




1004 



<210> 66 

<211> 182 

<212> PRT 

<213> Lycopersicon esculentum 
<200> 

<223> SGN-UNIGENE-4744 7 polypeptide 

<400> 66 

Met Ala Asp Ser Asp Asn Glu Ser Gly Gly His Arg Asp Asn Ser Asn 
1 5 10 15 



He Glu Ser Ser Leu Arg Glu Gin Asp Arg Phe Leu Pro He Ala Asn 
20 25 30 



Val Ser Arg He Met Lys Lys Ala Leu Pro Ala Asn Ala Lys He Ser 
35 40 45 



Lys Asp Ala Lys Glu Val Val Gin Glu Cys Val Ser Glu Phe He Ser 
50 " 55 60 

Phe He Thr Gly Glu Ala Ser Asp Lys Cys Gin Arg Glu Lys Arg Lys 
65 70 " 75 80 



Thr He Asn Gly Asp Asp Leu Leu Trp Ala Met Thr Thr Leu Gly Phe 
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90 



95 



Glu Glu Tyr He Glu Pro Leu Lys He Tyr Leu Gin Arg Phe Arg Asp 
100 105 HO 

Leu Glu Gly Gin Lys Ser Gly Val Ser Gly Glu Lys Asp His Ser Gly 
115 120 125 

Ser Val Gly Tyr Val Glu Asp Tyr His Gly Met Met Met Met Gly Ser 
130 ' ' 135 140 

Gin His His Gin Gly Arg Gly Tyr Gly Thr Gly Val Tyr Asn His His 
145 150 155 160 

Thr Gly Glu Asn Ala Ala Gly Val Gly Thr Gly Gly Ser Arg Phe Pro 
165 170 175 



Asp Val Gly Arg Gin Arg 
180 



<210> 67 

<211> 609 

<212> DNA 

<213> Arabidopsis thaliana 
<200> 

<223> G1820 



<400> 67 
atggctgaga 


acaacaacaa 


caacggcgac 


aacatgaaca 


acgacaacca 


ccagcaacca 


60 


ccgtcgtact 


cgcagctgcc 


gccgatggca 


tcatccaacc 


ctcagttacg 


taattactgg 


120 


attgagcaga 


tggaaaccgt 


ctcggatttc 


aaaaaccgtc 


agcttccatt 


ggctcgaatt 


180 


aagaagatca 


tgaaggctga 


tccagatgtg 


cacatggtct 


ccgcagaggc 


tccgatcatc 


240 


ttcgcaaagg 


cttgcgaaat 


gttcatcgtt 


gatctcacga 


tgcggtcgtg 


gctcaaagcc 


300 


gaggagaaca 


aacgccacac 


gcttcagaaa 


tcggatatct 


ccaacgcagt 


ggctagctct 


360 


ttcacctacg 


atttccttct 


tgatgttgtc 


cctaaggacg 


agtctatcgc 


caccgctgat 


420 


cctggctttg 


tggctatgcc 


acatcctgac 


ggtggaggag 


taccgcaata 


ttattatcca 


480 


ccgggagtgg 


tgatgggaac 


tcctatggtt 


ggtagtggaa 


tgtacgcgcc 


atcgcaggcg 


540 


tggccagcag 


cggctggtga 


cggggaggat 


gatgctgagg 


ataatggagg 


aaacggcggc 


600 


ggaaattga 












609 



<210> 68 
<211> 202 
<212> PRT 
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<213> Arabidopsis thaliana 



<200> 

<223> G1820 polypeptide 
<400> 68 

Met Ala Glu Asn Asn Asn Asn Asn Gly Asp Asn Met Asn Asn Asp Asn 
15 10 15 

His Gin Gin Pro Pro Ser Tyr Ser Gin Leu Pro Pro Met Ala Ser Ser 
20 25 3° 

Asn Pro Gin Leu Arg Asn Tyr Trp He Glu Gin Met Glu Thr Val Ser 
35 40 45 

Asp Phe Lys Asn Arg Gin Leu Pro Leu Ala Arg He Lys Lys He Met 
50 ' 55 60 

Lys Ala Asp Pro Asp Val His Met Val Ser Ala Glu Ala Pro He He 
65 ' 70 75 80 

Phe Ala Lys Ala Cys Glu Met Phe He Val Asp Leu Thr Met Arg Ser 
85 90 95 

Trp Leu Lys Ala Glu Glu Asn Lys Arg His Thr Leu Gin Lys Ser Asp 
100 105 HO 

He Ser Asn Ala Val Ala Ser Ser Phe Thr Tyr Asp Phe Leu Leu Asp 
115 120 125 

val Val Pro Lys Asp Glu Ser He Ala Thr Ala Asp Pro Gly Phe Val 
130 ' 135 140 

Ala Met Pro His Pro Asp Gly Gly Gly Val Pro Gin Tyr Tyr Tyr Pro 
145 150 155 160 

Pro Gly Val Val Met Gly Thr Pro Met Val Gly Ser Gly Met Tyr Ala 
165 " 170 175 

Pro Ser Gin Ala Trp Pro Ala Ala Ala Gly Asp Gly Glu Asp Asp Ala 
180 185 190 

Glu Asp Asn Gly Gly Asn Gly Gly Gly Asn 
195 200 



<210> 69 
<211> 483 
<212> DNA 
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<213> Arabidopsis thaliana 

<200> 

<223> G1248 

atggcgggga attatcattc gttccaaaat ccaatccctc gataccagaa ttacaacttc 
gggagcagct catctaatca tcaacatgaa catgatgggt tagtggtggt ggtggaggat 
caacagcaag aagaaagcat gatggtaaaa gaacaagaca ggctacttcc gatagcaaac 
gtaggaagga tcatgaagaa catcctccca gcaaacgcaa aggtctctaa agaagccaaa 
gagactatgc aagaatgtgt gtccgagttc attagcttcg tcacgggaga agcatccgat 
aaatgccaca aggagaagcg aaagaccgtt aatggagacg atatctgttg ggctatggct 
aatctagggt ttgatgatta cgccgcccag ctcaagaagt acttacatcg ttaccgagtt 
ctcgaaggtg agaaacctaa tcatcacggc aaaggaggac ctaaatcctc gccagataat 
taa 



<210> 70 

<211> 160 

<212> PRT 

<213> Arabidopsis thaliana 
<200> 

<223> G1248 polypeptide 

<400> 70 

Met Ala Gly Asn Tyr His Ser Phe Gin Asn Pro He Pro Arg Tyr Gin 
1 ' 5 10 15 

Asn Tyr Asn Phe Gly Ser Ser Ser Ser Asn His Gin His Glu His Asp 
20 25 30 

Gly Leu Val Val Val Val Glu Asp Gin Gin Gin Glu Glu Ser Met Met 
35 40 45 

Val Lys Glu Gin Asp Arg Leu Leu Pro He Ala Asn Val Gly Arg He 
50 55 60 

Met Lys Asn He Leu Pro Ala Asn Ala Lys Val Ser Lys Glu Ala Lys 
65 70 75 80 

Glu Thr Met Gin Glu Cys Val Ser Glu Phe He Ser Phe Val Thr Gly 
85 90 95 

Glu Ala Ser Asp Lys Cys His Lys Glu Lys Arg Lys Thr Val Asn Gly 
100 105 HO 



60 
120 
180 
240 
300 
360 
420 
480 
483 
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Asp Asp He Cys Trp Ala Met Ala Asn Leu Gly Phe Asp Asp Tyr Ala 
115 120 125 

Ala Gin Leu Lys Lys Tyr Leu His Arg Tyr Arg Val Leu Glu Gly Glu 
130 ' 135 140 

Lys Pro Asn His His Gly Lys Gly Gly Pro Lys Ser Ser Pro Asp Asn 
145 150 155 160 

<210> 71 
<211> 757 
<212> DNA 

<213> Arabidopsis thaliana 
<200> 

<223> G1781 
<400> 71 

cgtcgaccag attgatcaca tgtggttaac atcaatcaaa aaaaaaaaca aagagataga 
gatatgactg aggagagccc agaagaagat catgggtctc ctggagtagc tgaaacaaat 12 0 
ccaggaagcc cttcttcaaa gaccaacaac aacaacaaca acaacaaaga acaagaccgg 180 
tttcttccca ttgcgaatgt cggaaggatc atgaaaaaag ttcttcccgg taacggtaag 240 
atctcaaaag acgctaaaga aaccgttcaa gaatgtgtct cggagttcat tagtttcgtc 300 
actggtgaag cttctgacaa gtgtcaaaga gaaaagagga agaccatcaa tggagatgat 360 
atcatttggg ctatcacaac tctcggtttc gaagactacg tggctccatt aaaggtctac 420 
ctctgcaaat atagagacac cgaaggagag aaagttaaca gcccaaaaca acaacaacaa 480 
agacaacaac aacagcagat tcaacaacag aatcatcata attatcagtt tcaagaacaa 540 
gaccaaaaca ataacaacat gtcatgtact agttacatct ctcatcatca tccttctcca 600 
ttcctaccag tggatcatca accttttccc aatattgctt tctctcctaa atcattgcag 660 
aaacagttcc cgcagcagca tgataataac attgattcaa ttcactggtg agagagacat 720 
ttgcttgcgg gccgctctag gcgggaaaag cccgaat 

<210> 72 
<211> 215 
<212> PRT 

<213> Arabidopsis thaliana 
<200> 

. <223> G1781 polypeptide 
<400> 72 

Met Thr Glu Glu Ser Pro Glu Glu Asp His Gly Ser Pro Gly Val Ala 
15 10 15 



757 
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Glu Thr Asn Pro Gly Ser Pro Ser Ser Lys Thr Asn Asn Asn Asn Asn 
20 * 25 30 

Asn Asn Lys Glu Gin Asp Arg Phe Leu Pro lie Ala Asn Val Gly Arg. 
35 40 45 

He Met Lys Lys Val Leu Pro Gly Asn Gly Lys He Ser Lys Asp Ala 
50 ~ ^ 55 60 

Lys Glu Thr Val Gin Glu Cys Val Ser Glu Phe He Ser Phe Val Thr 
65 70 75 80 

Gly Glu Ala Ser Asp Lys Cys Gin Arg Glu Lys Arg Lys Thr He Asn 
85 90 95 

Gly Asp Asp He lie Trp Ala He Thr Thr Leu Gly Phe Glu Asp Tyr 
100 105 HO 

Val Ala Pro Leu Lys Val Tyr Leu Cys Lys Tyr Arg Asp Thr Glu Gly 
115 120 125 

Glu Lys Val Asn Ser Pro Lys Gin Gin Gin Gin Arg Gin Gin Gin Gin 
130 135 140 

Gin He Gin Gin Gin Asn His His Asn Tyr Gin Phe Gin Glu Gin Asp 
145 150 155 160 

Gin Asn Asn Asn Asn Met Ser Cys Thr Ser Tyr He Ser His His His 
165 170 175 

Pro Ser Pro Phe Leu Pro Val Asp His Gin Pro Phe Pro Asn He Ala 
180 185 190 

Phe Ser Pro Lys Ser Leu Gin Lys Gin Phe Pro Gin Gin His Asp Asn 
195 200 205 



Asn He Asp Ser He His Trp 
210 215 



<210> 73 

<211> 610 

<212> DNA 

<213> Oryza sativa 



<200> 

<223> G3395 



<400> 73 
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tggatctagg 


gtttttggag 


ggcggcgcgg 


ggatggcgga 


cgcggggcac 


gacgagagcg 


60 


ggagcccgcc 


gaggagcggc 


ggggtgaggg 


agcaggacag 


gttcctgccc 


atcgccaaca 


120 


tcagccgcat 


catgaagaag 


gccgtcccgg 


cgaacggcaa 


gatcgccaag 


gacgccaagg 


180 


agaccctgca 


ggagtgcgtc 


tcggagttca 


tctccttcgt 


caccagcgag 


gcgagcgaca 


240 


aatgtcagaa 


ggagaagcgc 


aagaccatca 


acggggaaga 


tctcctcttt 


gcgatgggta 


300 


cgcttggctt 


tgaggagtac 


gttgatccgt 


tgaagatcta 


tttacacaag 


tacagagaga 


360 


tggagggtga 


tagtaagctg 


tcctcaaagg 


ctggtgatgg 


ttcagtaaag 


aaggatacaa 


420 


ttggtccgca 


cagtggcgct 


agtagctcaa 


gtgcgcaagg 


gatggttggg 


gcttacaccc 


480 


aagggatggg 


ttatatgcaa 


cctcagtatc 


ataatgggga 


cacctaaaga 


tgaggatagt 


540 


gaaaattttc 


agtaactggt 


gtcctctgtg 


agttattatc 


catctgttaa 


ggaagaaccc 


600 


acattagggc 












610 



<210> 74 

<211> 164 

<212> PRT 

<213> Oryza sativa 

<200> 

<223> G3395 polypeptide 
<400> 74 

Met Ala Asp Ala Gly His Asp Glu Ser Gly Ser Pro Pro Arg Ser Gly 
15 10 15 

Gly Val Arg Glu Gin Asp Arg Phe Leu Pro lie Ala Asn lie Ser Arg 
20 ^ 25 30 

lie Met Lys Lys Ala Val Pro Ala Asn Gly Lys lie Ala Lys Asp Ala 
35 ~ 40 45 

Lys Glu Thr Leu Gin Glu Cys Val Ser Glu Phe He Ser Phe Val Thr 
50 55 60 

Ser Glu Ala Ser Asp Lys Cys Gin Lys Glu Lys Arg Lys Thr He Asn 
65 70 75 80 

Gly Glu Asp Leu Leu Phe Ala Met Gly Thr Leu Gly Phe Glu Glu Tyr 
85 90 95 

Val Asp Pro Leu Lys He Tyr Leu His Lys Tyr Arg Glu Met Glu Gly 
100 105 HO 



Asp Ser Lys Leu Ser Ser Lys Ala Gly Asp Gly Ser Val Lys Lys Asp 

Page 6 9 
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120 125 



Thr lie Gly Pro His Ser Gly Ala Ser Ser Ser Ser Ala Gin Gly Met 
130 135 140 

Val Gly Ala Tyr Thr Gin Gly Met Gly Tyr Met Gin Pro Gin Tyr His 
145 150 155 160 

Asn Gly Asp Thr 

<210> 75 

<211> 761 

<212> DNA 

<213> Oryza sativa 

<200> 

<223> G3398 AP005193 
<400> 75 

cctctcctct tcgtcttcct cctcgccttc gcttcgactg cttcgatcga gggagatcga 
ggttgcgatg ccggattcgg acaacgagtc aggggggccg agcaacgcgg gggagtacgc 
gtcggcgagg gagcaggaca ggttcctgcc gatcgcgaac gtgagcagga tcatgaagag 
ggcgctcccg gcgaacgcca agatcagcaa ggacgccaag gagacggtgc aggagtgcgt 
ctcggagttc atctccttca tcaccggcga ggcctccgac aagtgccagc gggagaagcg 
caagaccatc aacggcgacg acctcctctg ggcgatgacc acgctcggct tcgaggacta 
catcgacccg ctcaagctct acctccacaa gttccgcgag ctcgagggcg agaaggccat 
cggcgccgcc ggcagcggcg gcggtggcgc cgcctcctcc ggcggctccg gctccggctc 
cggctcgcac caccaccagg atgcttcccg gaacaatggc ggatacggca tgtacggcgg 
cggcggcggc atgatcatga tgatgggaca gcctatgtac ggctcgccgc cggcgtcgtc 
agctgggtac gcgcagccgc cgccgcccca ccaccaccac caccagatgg tgatgggagg 
gaaaggtgcg tatggccatg gcggcggcgg cggcggcggg ccctccccgt cgtcgggata 
cggccggcaa gacaggctat gagcttgctt tcttggttgg t 

<210> 76 

<211> 224 

<212> PRT 

<213> Oryza sativa 

<200> 

<223> G3398 AP005193 polypeptide 
<400> 76 

Met Pro Asp Ser Asp Asn Glu Ser Gly Gly Pro Ser Asn Ala Gly Glu 

Page 70 



60 
120 
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420 
480 
540 
600 
660 
720 
761 
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15 10 15 

Tyr Ala Ser Ala Arg Glu Gin Asp Arg Phe Leu Pro He Ala Asn Val 
20 ~ 25 30 

Ser Arg He Met Lys Arg Ala Leu Pro Ala Asn Ala Lys He Ser Lys 
35 4 0 4 5 

Asp Ala Lys Glu Thr Val Gin Glu Cys Val Ser Glu Phe He Ser Phe 
50 ^ 55 60 

He Thr Gly Glu Ala Ser Asp Lys Cys Gin Arg Glu Lys Arg Lys Thr 
65 70 75 80 

He Asn Gly Asp Asp Leu Leu Trp Ala Met Thr Thr Leu Gly Phe Glu 
85 90 95 

Asp Tyr He Asp Pro Leu Lys Leu Tyr Leu His Lys Phe Arg Glu Leu 
100 105 HO 

Glu Gly Glu Lys Ala He Gly Ala Ala Gly Ser Gly Gly Gly Gly Ala 
115 120 125 

Ala Ser Ser Gly Gly Ser Gly Ser Gly Ser Gly Ser His His His Gin 
130 ^ 135 140 

Asp Ala Ser Arg Asn Asn Gly Gly Tyr Gly Met Tyr Gly Gly Gly Gly 
145 " 150 155 160 

Gly Met He Met Met Met Gly Gin Pro Met Tyr Gly Ser Pro Pro Ala 
165 170 175 

Ser Ser Ala Gly Tyr Ala Gin Pro Pro Pro Pro His His His His His 
180 185 190 

Gin Met Val Met Gly Gly Lys Gly Ala Tyr Gly His Gly Gly Gly Gly 
195 200 205 

Gly Gly Gly Pro Ser Pro Ser Ser Gly Tyr Gly Arg Gin Asp Arg Leu 
210 215 220 



<210> 77 

<211> 856 

<212> DNA 

<213> Zea mays 

<200> 

<223> G3434 
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<400>. 77 
ctcccgcccc 


cttctctccc 


ctcctcgcct 


ccccgcgcgc 


gcgtttttat 


aagggttgcg 


60 


gcggaggcgc 


ccggtcgctg 


gcgatggccg 


acgacggcgg 


gagccacgag 


ggcagcggcg 


120 


gcggcggagg 


cgtccgggag 


caggaccggt 


tcctgcccat 


cgccaacatc 


agccggatca 


180 


tgaagaaggc 


cgtcccggcc 


aacggcaaga 


tcgccaagga 


cgctaaggag 


accctgcagg 


240 


agtgcgtctc 


cgagttcata 


tcattcgtga 


ccagcgaggc 


cagcgacaaa 


tgccagaagg 


3 00 


agaaacgaaa 


gacaatcaac 


ggggacgatt 


tgctctgggc 


gatggccact 


ttaggattcg 


3 60 


aggagtacgt 


cgagcctctc 


aagatttacc 


tacaaaagta 


caaagagatg 


gagggtgata 


420 


gcaagctgtc 


tacaaaggct 


ggcgagggct 


ctgtaaagaa ggatgcaatt 


agtccccatg 


480 


gtggcaccag 


tagctcaagt 


aatcagttgg 


ttcagcatgg 


agtctacaac 


caagggatgg 


540 


gctatatgca 


gccacagtac 


cacaatgggg 


aaacctaata 


aagggctaat 


acagcagcaa 


600 


tttatgctag 


ggaagtctct 


gcattgctta 


ccatgtgtat 


tggcagaaaa 


caggaggcac 


660 


ttacaaaggg 


tgttaatctc 


tgcgatggct 


gcctctcagg 


tgtaaattgg 


cttcggttta 


720 


gcgctgcttt 


tgtccgtata 


tttaggatga 


tttgactgtt 


gctacttttg 


gcaacctttt 


780 


acatttacag 


atatgtatta 


ttcagcataa 


atataatata 


gtagtcctag 


gcctaaataa 


840 


tggtgattaa 


aaaaaa 










856 



<210> 78 

<211> 164 

<212> PRT 

<213> Zea mays 

<200> 

<223> G3434 polypeptide 
<400> 78 

Met Ala Asp Asp Gly Gly Ser His Glu Gly Ser Gly Gly Gly Gly Gly 
15 10 15 

Val Arg Glu Gin Asp Arg Phe Leu Pro lie Ala Asn lie Ser Arg lie 
20 25 30 

Met Lys Lys Ala Val Pro Ala Asn Gly Lys He Ala Lys Asp Ala Lys 
35 40 45 

Glu Thr Leu Gin Glu Cys Val Ser Glu Phe He Ser Phe Val Thr Ser 
50 55 60 

Glu Ala Ser Asp Lys Cys Gin Lys Glu Lys Arg Lys Thr He Asn Gly 
65 70 75 80 
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Asp Asp Leu Leu Trp Ala Met Ala Thr Leu Gly Phe Glu Glu Tyr Val 
85 90 95 

Glu Pro Leu Lys lie Tyr Leu Gin Lys Tyr Lys Glu Met Glu Gly Asp 
100 105 HO 

Ser Lys Leu Ser Thr Lys Ala Gly Glu Gly Ser Val Lys Lys Asp Ala 
115 120 125 

lie Ser Pro His Gly Gly Thr Ser Ser Ser Ser Asn Gin Leu Val Gin 
130 135 140 

His Gly Val Tyr Asn Gin Gly Met Gly Tyr Met Gin Pro Gin Tyr His 
145 A ' 150 155 160 

Asn Gly Glu Thr 

<210> 79 

<211> 772 

<212> DNA 

<213> Glycine max 

<200> 

<223> G3472 



<400> 79 



agactttagc 


tttacacaac 


atattattgt 


aaggctagct 


agctagccat 


ggctgagtcg 


60 


gacaacgagt 


ccggaggtca 


cacggggaac 


gcaagcggaa 


gcaacgaatt 


ctccggttgc 


120 


agggagcaag 


acaggttcct 


tccgatagcg 


aacgtgagca 


ggatcatgaa 


gaaggcgttg 


180 


ccggcgaacg 


cgaagatctc 


gaaggaggcg 


aaggagacgg 


tgcaggagtg 


cgtgtcggag 


240 


ttcatcagct 


tcataacagg 


agaagcgtcc 


gataagtgcc 


agaaggagaa 


gaggaagacg 


300 


atcaacggcg 


atgatctgct 


gtgggccatg 


accacgctgg 


gattcgagga 


gtacgtggag 


360 


cctctcaagg 


tttatctgca 


taagtatagg 


gagctggaag 


gggagaaaac 


tgctatgatg 


420 


ggaaggccac 


atgagaggga 


tgagggttat 


ggtcatgcaa 


ctcctatgat 


gatcatgatg 


480 


gggcatcaac 


agcagcagca 


tcagggacac 


gtgtatggat 


ctggaactac 


tactggatca 


540 


gcatcttctg 


caagaactag 


ataacaggtt 


tatgcatgtg 


ttatctcatc 


tgtttaagct 


600 


tattaattga 


ttactataag 


gatggtgata 


tttgatttat 


attctgtttg 


attttagaaa 


660 


cacacccgct 


ccagcttgta 


attgttgctt 


gaaacttcgt 


tgttgagaga 


atatagacat 


720 


tattgtggat 


ggtgatgtga 


catgcacaga 


atttttgtat 


tcttctttct 


tt 


772 



<210> 80 
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<211> 171 
<212> PRT 
<213> Glycine max 

<200> 

<223> G3472 polypeptide 
<400> 80 

Met Ala Glu Ser Asp Asn Glu Ser Gly Gly His Thr Gly Asn Ala Ser 
15 io 15 

Gly Ser Asn Glu Phe Ser Gly Cys Arg Glu Gin Asp Arg Phe Leu Pro 
20 25 30 

He Ala Asn Val Ser Arg He Met Lys Lys Ala Leu Pro Ala Asn Ala 
35 40 45 

Lys He Ser Lys Glu Ala Lys Glu Thr Val Gin Glu Cys Val Ser Glu 
50 ' 55 60 

Phe He Ser Phe He Thr Gly Glu Ala Ser Asp Lys Cys Gin Lys Glu 
65 70 75 80 

Lys Arg Lys Thr He Asn Gly Asp Asp Leu Leu Trp Ala Met Thr Thr 
85 90 95 

Leu Gly Phe Glu Glu Tyr Val Glu Pro Leu Lys Val Tyr Leu His Lys 
100 105 HO 

Tvr Arq Glu Leu Glu Gly Glu Lys Thr Ala Met Met Gly Arg Pro His 
115 * 120 125 

Glu Arg Asp Glu Gly Tyr Gly His Ala Thr Pro Met Met He Met Met 
130 " 135 140 

Gly His Gin Gin Gin Gin His Gin Gly His Val Tyr Gly Ser Gly Thr 
- 150 155 160 



145 



Thr Thr Gly Ser Ala Ser Ser Ala Arg Thr Arg 
165 170 



<210> 81 

<211> 1000 

<212> DNA 1 

<213> Glycine max 

<200> 

<223> G3474 



c400> 81 
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taataaggtt 


gtatatggtt 


tggtgggatg 


gctcgagagt 


ctttagaaaa 


gatatccatg 


60 


gctgagtccg 


acaacgagtc 


aggaggtcac 


acggggaacg 


cgagcgggag 


caacgagttg 


120 


tccggttgca 


gggagcaaga 


caggttcctc 


ccaatagcaa 


acgtgagcag 


gatcatgaag 


180 


aaggcgttgc 


cggcgaacgc 


gaagatatcg 


aaggaggcga 


aggagacggt 


gcaggagtgc 


240 


gtgtcggagt 


tcatcagctt 


cataacagga 


gaggcttccg 


ataagtgcca 


gaaggagaag 


300 


aggaagacga 


tcaacggcga 


cgatcttctc 


tgggccatga 


ctaccctggg 


cttcgaggac 


360 


tacgtggatc 


ctctcaagat 


ttacctgcac 


aagtataggg 


agatggaggg 


ggagaaaacc 


420 


gctatgatgg 


gaaggccaca 


tgagagggat 


gagggttatg gccatggcca 


tggtcatgca 


480 


actcctatga 


tgacgatgat 


gatggggcat 


cagccccagc 


accagcacca 


gcaccagcac 


540 


cagcaccagc 


accagggaca 


cgtgtatgga 


tctggatcag 


catcttctgc 


aagaactaga 


600 


tagcatgtgt 


catctgttta 


agcttaattg 


attttattat 


gaggatgata 


tgatataaga 


660 


tttatattcg 


tatatgtttg 


gttttagaaa 


tacaccagct 


ccagcttgta 


attgcttgaa 


720 


acttccttgt 


tgagagaata 


tagacattat 


tgtggatggt 


gatgtggcat 


atgtggcata 


780 


cacagaattt 


ttgtattctt 


ctttctctct 


atggattttt 


gtgtaagggc 


aggactatgg 


840 


ctttgtttgc 


tgatcgtata 


gctagtatgg 


tgctatctag 


gttcggattt 


ttttcttttt 


900 


catgtataat 


gaaaaattaa 


cggaggaaat 


tactcttacg 


ttactttgaa 


attaattaac 


960 


taaatcccgc 


ttctgccttt 


ttttttttct 


cctttctgag 






1000 



<210> 82 

<211> 181 

<212> PRT 

<213> Glycine max 

<200> 

<223> G3474 polypeptide 
<400> 82 

Met Ala Glu Ser Asp Asn Glu Ser Gly Gly His Thr Gly Asn Ala Ser 
15 10 15 

Gly Ser Asn Glu Leu Ser Gly Cys Arg Glu Gin Asp Arg Phe Leu Pro 
20 25 30 

lie Ala Asn Val Ser Arg lie Met Lys Lys Ala Leu Pro Ala Asn Ala 
35 40 45 

Lys He Ser Lys Glu Ala Lys Glu Thr Val Gin Glu Cys Val Ser Glu 
50 55 60 



Phe He Ser Phe He Thr Gly Glu Ala Ser Asp Lys Cys Gin Lys Glu 
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65 
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70 75 



80 



Lys Arg Lys Thr He Asn Gly Asp Asp Leu Leu Trp Ala Met Thr Thr 
85 90 95 

Leu Gly Phe Glu Asp Tyr Val Asp Pro Leu Lys He Tyr Leu His Lys 
100 105 HO 

Tyr Arg Glu Met Glu Gly Glu Lys Thr Ala Met Met Gly Arg Pro His 
115 120 125 

Glu Arg Asp Glu Gly Tyr Gly His Gly His Gly His Ala Thr Pro Met 
130 ~ 135 140 

Met Thr Met Met Met Gly His Gin Pro Gin His Gin His Gin His Gin 
145 150 155 160 

His Gin His Gin His Gin Gly His Val Tyr Gly Ser Gly Ser Ala Ser 
165 170 175 



Ser Ala Arg Thr Arg 
180 



<210> 83 

<211> 967 

<212> DNA 

<213> Glycine max 

<200> 

<223> G3477 

<400> 83 



tcccctcaat 


ttttttcact 


tccctctcat 


ctcccataat 


acatgtttct 


tctataaaca 


60 


tcatcatcaa 


caacaaacaa 


aggtgcattg 


gtggttggtt 


tgtgagaaat 


cagaaatatt 


120 


ttgtattgta 


atttgtaggg 


tttgtgagat 


gtcggatgca 


ccggcgagtc 


cgagtcacga 


180 


gagtggtggc 


gagcagagcc 


ctcgcggctc 


gttgtccggc 


gcggctagag 


agcaggaccg 


240 


gtaccttccc 


attgccaaca 


tcagccgcat 


catgaagaag 


gctctgcctc 


ccaatggcaa 


300 


gattgcgaag 


gatgcaaaag 


acacaatgca 


agaatgcgtt 


tctgaattca 


tcagcttcat 


360 


taccagcgag 


gcgagtgaga 


aatgccagaa 


ggagaagaga 


aagacaatca 


atggagacga 


420 


tttactatgg 


gccatggcaa 


ctttagggtt 


tgaagactac 


attgagccgc 


ttaaggtgta 


480 


cctggctagg 


tacagagagg 


cggagggtga 


cactaaagga 


tctgctagaa 


gtggtgatgg 


540 


atctgctaca 


ccagatcaag 


ttggccttgc 


aggtcaaaat 


tctcagcttg 


ttcatcaggg 


600 


ttcgctgaac 


tatattggtt 


tgcaggtgca 


accacaacat 


ctggttatgc 


cttcaatgca 


660 
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aagccatgaa 


tagtttagat 


gcttctacgc 


atcttattta 


tttcccttta 


atgcttgtac 


720 


gcatggcatg 


ggtggaaaca 


attgtctggt 


gatttaatat 


ttaggttctc 


gtgtagaagg 


780 


gtgtcagaat 


tttgttacgg 


tactaatgta gatttttatt 


aatacatgtc 


ttatttagct 


840 


ttgtaatacc 


tactcaaggg 


agagatgtgt 


ttagggttat 


gctagtgatt 


cgccatgtag 


900 


cttgtcaggg 


tgagaagcac 


ttgcttttag 


agttttcttt 


agattattat 


ataatatata 


960 


atatttg 












967 



<210> 84 

<211> 174 

<212> PRT 

<213> Glycine max 

<200> 

<223> G3477 polypeptide 
<400> 84 

Met Ser Asp Ala Pro Ala Ser Pro Ser His Glu Ser Gly Gly Glu Gin 
15 10 15 

Ser Pro Arg Gly Ser Leu Ser Gly Ala Ala Arg Glu Gin Asp Arg Tyr 
20 25 30 , 

Leu Pro lie Ala Asn He Ser Arg He Met Lys Lys Ala Leu Pro Pro 
35 40 45 

Asn Gly Lys He Ala Lys Asp Ala Lys Asp Thr Met Gin Glu Cys Val 
50 55 60 

Ser Glu Phe He Ser Phe He Thr Ser Glu Ala Ser Glu Lys Cys Gin 
65 70 75 80 

Lys Glu Lys Arg Lys Thr He Asn Gly Asp Asp Leu Leu Trp Ala Met 
85 90 95 

Ala Thr Leu Gly Phe Glu Asp Tyr He Glu Pro Leu Lys Val Tyr Leu 
100 105 HO 

Ala Arg Tyr Arg Glu Ala Glu Gly Asp Thr Lys Gly Ser Ala Arg Ser 
115 120 125 

Gly Asp Gly Ser Ala Thr Pro Asp Gin Val Gly Leu Ala Gly Gin Asn 
13 0 13 5 14 0 

Ser Gin Leu Val His Gin Gly Ser Leu Asn Tyr He Gly Leu Gin Val 
145 150 155 160 
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180 
240 



360 
420 
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Gin Pro Gin His Leu Val Met Pro Ser Met Gin Ser His Glu 
165 170 

<210> 85 

<211> 864 

<212> DNA 

<213> Glycine max 

<200> 

<223> G3478 

<400> 85 4 
gattcaaatc gatttcgcga actcgtccga tattttccct gcactgactt agtgattcgt 60 

ttcatctttc tcagcgcgtc ttcgattttt ccgttagtcg atggcggact ccgacaacga 120 

ctccggcggc gcgcacaacg gcggcaaggg gagcgagatg tcgccgcggg agcaggaccg 

gtttctcccg atcgcgaacg tgagccgcat catgaagaag gcgctgccgg cgaacgcgaa 

gatctcgaag gacgcgaagg agacggtgca ggagtgcgtg tcagagttca tcagcttcat 3 00 

caccggcgag gcctccgaca agtgccagcg cgagaagcgc aagacgatca acggcgacga 

cctgctctgg gcgatgacca ctctgggctt cgaggactac gtggagcctc tcaaaggcta 

cctccagcgc ttccgagaaa tggaaggaga gaagaccgtg gcggcgcgtg acaaggacgc 480 

gcctcctctt acgaatgcta ccaacagtgc ctacgagagt gctaattatg ctgctgctgc 540 

tgctgttcct ggtggaatca tgatgcatca gggacacgtg tacggttctg ccggcttcca 600 

tcaagtggct ggcggggcta taaagggtgg gcctgcttat cctgggcctg gatccaatgc 660 

cggtaggccc agataaatga gcctattatt attagtagta agttaaaaag aaaaatgtga 720 

tatagtggtg attagactga actagtttca acaaggtcta atttgattgg taaagaatga 780 

tgcatcacct cttcatctct attcgattct tattgataaa aaaaaaatta gagtgaacta 

gtataataat tctgagagag ttgg 

<210> 86 

<211> 191 

<212> PRT 

<213> Glycine max 

<200> 

<223> G3478 polypeptide 
<400> 86 

Met Ala Asp Ser Asp Asn Asp Ser Gly Gly Ala His Asn Gly Gly Lys 
! 5 10 15 

Gly Ser Glu Met Ser Pro Arg Glu Gin Asp Arg Phe Leu Pro lie Ala 
20 25 30 



840 
864 
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Asn val Ser Arg lie Met Lys Lys Ala Leu Pro Ala Asn Ala Lys lie 
35 40 45 

Ser Lys Asp Ala Lys Glu Thr Val Gin Glu Cys Val Ser Glu Phe He 
50 ~ 55 60 

Ser Phe He Thr Gly Glu Ala Ser Asp Lys Cys Gin Arg Glu Lys Arg 
65 70 75 80 

Lys Thr He Asn Gly Asp Asp Leu Leu Trp Ala Met Thr Thr Leu Gly 
85 90 95 

Phe Glu Asp Tyr Val Glu Pro Leu Lys Gly Tyr Leu Gin Arg Phe Arg 
100 105 HO 

Glu Met Glu Gly Glu Lys Thr Val Ala Ala Arg Asp Lys Asp Ala Pro 
115 120 125 

Pro Leu Thr Asn Ala Thr Asn Ser Ala Tyr Glu Ser Ala Asn Tyr Ala 
130 135 140 

Ala Ala Ala Ala Val Pro Gly Gly He Met Met His Gin Gly His Val 
145 150 155 160 

Tyr Gly Ser Ala Gly Phe His Gin Val Ala Gly Gly Ala He Lys Gly 
165 170 175 

Gly Pro Ala Tyr Pro Gly Pro Gly Ser Asn Ala Gly Arg Pro Arg 
180 185 190 

<210> 87 

<211> 1231 

<212> DNA 

<213> Oryza sativa 

<200> 

<223> G3394 C126105_1 
<400> 87 

ggccgcttct cttctccagc gtccgatctc cccctctcgc ctctccgcct cacctccgct 60 

ccgcttccca cccccgcttc ctctctctct cctctccccc cccctctctc tctctctctc 120 

tctctctctc tcctcctcgc ttcaccacct cgcgcccaac ccccctctct ctcctctcca 180 

cgtcgcgccc tctccgcgcg cgcccgcgct tctatataag gaggggggag gtgggatggc 240 

ggatgggccg gggagcccgg ggggaggagg ggggagccac gagagcggga gcccgagggg 3 00 

gggaggggga ggagggggag gtgggggtgg ggggggccca ctcgtccggc aggacaggtt 3 60 
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cctccccatc gccaacatca gccgcatcat gaagaaggcc atcccggcca acgggaagat 

cgccaaggac gccaaggaga ccgtgcagga gtgcgtctcc gagttcatct ccttcatcac 

cagcgaggcg agcgataaat gccagaggga gaagcgcaag accatcaacg gcgacgactt 

gctgtgggcg atggccacgc tgggcttcga ggactacatc gagcccctca aggtctacct 

gcagaagtac agagagatgg agggtgatag taaattaact gcaaaggctg gtgatggctc 

tgtgaaaaag gatgtacttg gttctcatgg aggaagcagt tcaagtgccc aagggatggg 

ccaacaagca gcatacaatc aaggaatggg ttatatgcaa cctcagtacc ataatgggga 

tgtctcaaac tgaagatagg accttttcat gcaactgttg ctaggtggat tttatttggt 

gctgcagtcg ttagctaata tatataccta cacctcatgg tgagcagtga aggaagtaac 

ttgctaccac ctctaggtcc catgtttgtc aaccaggaac tgatgctgct tggaagcgtc 

gagccaaggc tgcttctcag atgtaaatta ctccccgtga ggatagtttc ggttcgtggt 

ctagctctgt tgttgtatgt atattcagga taatttaaca attggtcttt ggctgtcatt 

cggttccata taatctgtat tgggaggcat aaatattcat gttgtatttc gtcctgaact 

agcgtgttgt actattgaga aatagatgct ctctgtaatg gtagcaattt tactctgatt 

cccaaaaaaa aaaaaaaaaa aaaaaaaaaa a 

<210> 88 

<211> 185 

<212> PRT 

<213> Oryza sativa 

<200> 

<223> G3394 Cl26105_l polypeptide 
<400> 88 

Met Ala Asp Gly Pro Gly Ser Pro Gly Gly Gly Gly Gly Ser His Glu 
! ' 5 10 15 

Ser Gly Ser Pro Arg Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
20 25 30 

Gly Gly Pro Leu Val Arg Gin Asp Arg Phe Leu Pro He Ala Asn He 
35 ~ 40 45 

Ser Arg He Met Lys Lys Ala He Pro Ala Asn Gly Lys He Ala Lys 
50 ^ 55 60 

Asp Ala Lys Glu Thr Val Gin Glu Cys Val Ser Glu Phe He Ser Phe 
65 70 75 80 



He Thr Ser Glu Ala Ser Asp Lys Cys Gin Arg Glu Lys Arg Lys Thr 

Page 80 



85 
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90 



95 



He Asn Gly Asp Asp Leu Leu Trp Ala Met Ala Thr Leu Gly Phe Glu 
100 105 HO 

Asp Tyr He Glu Pro Leu Lys Val Tyr Leu Gin Lys Tyr Arg Glu Met 
115 120 125 

Glu Gly Asp Ser Lys Leu Thr Ala Lys Ala Gly Asp Gly Ser Val Lys 
130 ^ " 135 140 

Lys Asp Val Leu Gly Ser His Gly Gly Ser Ser Ser Ser Ala Gin Gly 
145 ~ 150 155 160 

Met Gly Gin Gin Ala Ala Tyr Asn Gin Gly Met Gly Tyr Met Gin Pro 
165 170 175 

Gin Tyr His Asn Gly Asp Val Ser Asn 
180 185 

<210> 89 
<211> 837 
<212> DNA 
<213> Oryza sativa 

<200> 

<223> G3396 
<400> 89 

gtcgagatcc ggcggccggt ggcgtcctcc tccctctccc tcctccccaa ccaacggcgc 

tgatcccctc cgccatctcc gtccatctcc gcctaaaaaa actaagcgat gtcggagggg 120 

ttcgacggga cggagaacgg cggcggcggc ggcggaggcg gagtagggaa ggagcaggac 18 0 

cggttcctgc cgatcgccaa catcggccgc atcatgcgcc gggccgtgcc ggagaacggc 240 

aagatcgcca aggactccaa ggagtccgtc caggagtgcg tctccgagtt catcagcttc 3 00 

atcaccagcg aagcaagcga caagtgcctc aaggagaagc gcaagaccat caatggggac 3 60 

gacctgatct ggtcaatggg cacgctcgga ttcgaggact atgtcgagcc tctcaagctc 42 0 

tacctcaggc tctaccggga gacggagggt gacacaaagg gttcaagagc ttctgaactg 480 

ccagtaaaga aagatgttgt acttaatgga gatcctggat catcgtttga aggcatgtag 54 0 

gacgaggagt gtgatagcat ctaggaagga gaaccatcgt ttttagggaa agaacgctcc 600 

agcatcctgt tatgttgtaa gcaggatgct tctaaagttc caataccttg ttaccacgaa 660 

tgttagtcgt cgttcttttt gaaatgttct tgtgttagcc aggatgtcca aatttgttgt 720 

aggttctagt tcagtcgtgt gttgtgtggt tgtgtctaac catatttggc cgtttccggc 780 
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tgtcctgcat atgctaaatt cagaggggta aagagatcta agaaaaaaaa aaaaaaa 



837 



<210> 90 

<211> 143 

<212> PRT 

<213> Oryza sativa 

<200> 

<223> G3396 polypeptide 
<400> 90 

Met Ser Glu Gly Phe Asp Gly Thr Glu Asn Gly Gly Gly Gly Gly Gly 
15 10 15 

Gly Gly Val Gly Lys Glu Gin Asp Arg Phe Leu Pro He Ala Asn He 
2 0 25 3 0 

Gly Arg He Met Arg Arg Ala Val Pro Glu Asn Gly Lys He Ala Lys 
35 40 45 

Asp Ser Lys Glu Ser Val Gin Glu Cys Val Ser Glu Phe He Ser Phe 
50 55 60 

He Thr Ser Glu Ala Ser Asp Lys Cys Leu Lys Glu Lys Arg Lys Thr 
65 70 75 80 

He Asn Gly Asp Asp Leu He Trp Ser Met Gly Thr Leu Gly Phe Glu 
85 90 95 

Asp Tyr Val Glu Pro Leu Lys Leu Tyr Leu Arg Leu Tyr Arg Glu Thr 
100 105 HO 

Glu Gly Asp Thr Lys Gly Ser Arg Ala Ser Glu Leu Pro Val Lys Lys 
115 120 125 

Asp Val Val Leu Asn Gly Asp Pro Gly Ser Ser Phe Glu Gly Met 
130 135 140 

<210> 91 

<211> 720 

<212> DNA 

<213> Oryza sativa 

<200> 

<223> G3397 AC120529 
<400> 91 

gcgtctgatt tgctgaagag gaggaggagg atgccggact cggacaacga ctccggcggg 60 
ccgagcaact acgcgggagg ggagctgtcg tcgccgcggg agcaggacag gttcctgccg 120 
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atcgcgaacg tgagcaggat catgaagaag gcgctgccgg cgaacgccaa gatcagcaag 

gacgccaagg agacggtgca ggagtgcgtc tccgagttca tctccttcat caccggcgag 

gcctccgaca agtgccagcg cgagaagcgc aagaccatca acggcgacga cctgctctgg 

gccatgacca ccctcggctt cgaggactac gtcgaccccc tcaagcacta cctccacaag 

ttccgcgaga tcgagggcga gcgcgccgcc gcctccacca ccggcgccgg caccagcgcc 

gcctccacca cgccgccgca gcagcagcac accgccaatg ccgccggcgg ctacgccggg 

tacgccgccc cgggagccgg ccccggcggc atgatgatga tgatggggca gcccatgtac 

ggctcgccgc caccgccgcc acagcagcag cagcagcaac accaccacat ggcaatggga 

ggaagaggcg gcttcggtca tcatcccggc ggcggcggcg gcgggtcgtc gtcgtcgtcg 

gggcacggtc ggcaaaacag gggcgcttga catcgctccg agacgagtag catgcaccat 

<210> 92 

<211> 219 

<212> PRT 

<213> Oryza sativa 

<200> 

<223> G3397 AC120529 polypeptide 
<400> 92 

Met Pro Asp Ser Asp Asn Asp Ser Gly Gly Pro Ser Asn Tyr Ala Gly 
15 10 15 

Gly Glu Leu Ser Ser Pro Arg Glu Gin Asp Arg Phe Leu Pro He Ala 
20 25 30 

Asn Val Ser Arg He Met Lys Lys Ala Leu Pro Ala Asn Ala Lys He 
35 " 40 45 

Ser Lys Asp Ala Lys Glu Thr Val Gin Glu Cys Val Ser Glu Phe He 
50 " 55 60 

Ser Phe He Thr Gly Glu Ala Ser Asp Lys Cys Gin Arg Glu Lys Arg 
65 70 75 80 

Lvs Thr He Asn Gly Asp Asp Leu Leu Trp Ala Met Thr Thr Leu Gly 
85 90 95 

Phe Glu Asp Tyr Val Asp Pro Leu Lys His Tyr Leu His Lys Phe Arg 
100 105 HO 

Glu He Glu Gly Glu Arg Ala Ala Ala Ser Thr Thr Gly Ala Gly Thr 
115 ' 120 125 



180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
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Ser Ala Ala Ser Thr Thr Pro Pro Gin Gin Gin His Thr Ala Asn Ala 
130 135 140 

Ala Gly Gly Tyr Ala Gly Tyr Ala Ala Pro Gly Ala Gly Pro Gly Gly 
145 150 155 160 

Met Met Met Met Met Gly Gin Pro Met Tyr Gly Ser Pro Pro Pro Pro 
165 170 175 

Pro Gin Gin Gin Gin Gin Gin His His His Met Ala Met Gly Gly Arg 
180 185 190 

Gly Gly Phe Gly His His Pro Gly Gly Gly Gly Gly Gly Ser Ser Ser 
195 " 200 205 

Ser Ser Gly His Gly Arg Gin Asn Arg Gly Ala 
210 215 



<210> 93 
<211> 1322 
<212> DNA 



<213> Zea 


mays 












<200> 














<223> G3437 












<400> 93 












60 


tattgtctat 


gagggaagca 


gatcctctac 


gctgcaattg ggccactgac 


atgtgggacc 


aggtctagat 


tggacccaca 


catcaatgac 


cgaaatgcag 


aagagggtct 


cgttgccact 


120 


gtaagctatc 


tcctagagtt 


cagagcaggg 


caagaatctt 


gcaatgctca 


catgaacata 


180 


atataatcgt 


tgtgttagct 


atgcgtcggc 


atcactaccg 


tcctcccact 


ggcatctccc 


240 


gtctactatt 


ttgggacgaa 


cagaacagag 


acactagcta 


actagcttat 


tagcttgctc 


300 


ccctccttcc 


tttcaagctt 


taaaaggaga 


ccatctcttg 


caccacctct 


tcatccatcc 


360 


ggccaagcaa 


ggggcatgaa 


gaacaggaag 


ggctacgggc 


accagggcca 


cctgctgagc 


420 


cccgtgggca 


gcccgctgtc 


ggacaacgag 


tccggcgccg 


cggcagcggc 


cggcggcggc 


480 


gggtgcggga 


gcagcgtggg 


gtactgcggc 


ggcggcggcg 


gtgagtcgcc 


ggccaaggag 


540 


caagaccggt 


tcctgccgat 


cgccaacgtg 


tcgcgcatca 


tgaagcgctc 


cctgccggcg 


600 


aacgccaaga 


tctccaagga 


ggccaaggag 


acggtgcagg 


agtgcgtgtc 


cgagttcatc 


660 


agcttcgtca 


cgggggaggc 


ctccgacaag 


tgccagcgcg 


agaagcgcaa 


gaccatcaac 


720 


ggcgacgacc 


tgctctgggc 


catgaccacg 


ctcggcttcg 


aggcctacgt 


cgccccgctc 


780 


aagtcctacc 


tcaaccgcta 


ccgcgaggcc 


gagggcgaga 


aggccgccgt 


gctcggcggc 


840 
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ggcgcgcgcc 


acggcgacgg 


cgcggcgcgg 


cggacgacgc 


cggcccactc 


gccgcgcaat 


900 


ggcgcgggcg 


ggcccgtcgg 


gggatacggc 


atgtacggcg 


gcgcgggcgg 


gggaagcggt 


960 


atgatcatga 


tgatggggca 


gcccatgtac 


ggcggctccc 


cgccggccgc 


gtcgtccggg 


1020 


tcgtacccgc 


accaccagat 


ggccatgggc 


ggaaaaggtg 


gcgcctatgg 


ctacggcgga 


1080 


ggctcgtcgt 


cgtcgccgtc 


agggctcggc 


aggtaggcca 


ggttgtgacc 


gtcgccgtcc 


1140 


atgcttgcat 


ggccatggca 


tggctcagtc 


ccgccgccgg 


cttcttgctt 


ggtgtcggta 


1200 


attagcgctg 


gttaagttaa 


ccttcggttt 


ttcccccctt 


ttcttttcgt 


ggtaagtaat 


1260 


gttgtgctga 


atggagccag 


tgatatggtt 


aagatagctc 


cataacctct 


cggtaaaaaa 


1320 


aa 












1322 



<210> 94 

<211> 246 

<212> PRT 

<213> Zea mays 

<200> 

<223> G3437 polypeptide 
<400> 94 

Met Lys Asn Arg Lys Gly Tyr Gly His Gin Gly His Leu Leu Ser Pro 
15 10 15 

Val Gly Ser Pro Leu Ser Asp Asn Glu Ser Gly Ala Ala Ala Ala Ala 
20 25 30 

Gly Gly Gly Gly Cys Gly Ser Ser Val Gly Tyr Cys Gly Gly Gly Gly 
35 40 45 

Gly Glu Ser Pro Ala Lys Glu Gin Asp Arg Phe Leu Pro lie Ala Asn 
50 55 60 

Val Ser Arg lie Met Lys Arg Ser Leu Pro Ala Asn Ala Lys lie Ser 
65 ~ 70 75 80 

Lys Glu Ala Lys Glu Thr Val Gin Glu Cys Val Ser Glu Phe He Ser 
85 90 95 

Phe Val Thr Gly Glu Ala Ser Asp Lys Cys Gin Arg Glu Lys Arg Lys 
100 105 HO 

Thr He Asn Gly Asp Asp Leu Leu Trp Ala Met Thr Thr Leu Gly Phe 
115 120 125 



Glu Ala Tyr Val Ala Pro Leu Lys Ser Tyr Leu Asn Arg Tyr Arg Glu 
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130 
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135 140 



Ala Glu Gly Glu Lys Ala Ala Val Leu Gly Gly Gly Ala Arg His Gly 
145 ~ 150 155 160 



Asp Gly Ala Ala Arg Arg Thr Thr Pro Ala His Ser Pro Arg Asn Gly 
165 170 175 



Ala Gly Gly Pro Val Gly Gly Tyr Gly Met Tyr Gly Gly Ala Gly Gly 
180 185 190 



Gly Ser Gly Met lie Met Met Met Gly Gin Pro Met Tyr Gly Gly Ser 
195 200 205 



Pro Pro Ala Ala Ser Ser Gly Ser Tyr Pro His His Gin Met Ala Met 
210 215 220 



Gly Gly Lys Gly Gly Ala Tyr Gly Tyr Gly Gly Gly Ser Ser Ser Ser 
225 " ' 230 235 240 



Pro Ser Gly Leu Gly Arg 
245 



<210> 95 

<211> 929 

<212> DNA 

<213> Arabidopsis thaliana 
<200> 

<223> CBF1 

<400> 95 



cttgaaaaag 


aatctacctg 


aaaagaaaaa 


aaagagagag 


agatataaat 


agctttacca 


60 


agacagatat 


actatctttt 


attaatccaa 


aaagactgag 


aactctagta 


actacgtact 


120 


acttaaacct 


tatccagttt 


cttgaaacag 


agtactctga 


tcaatgaact 


cattttcagc 


180 


tttttctgaa 


atgtttggct 


ccgattacga 


gcctcaaggc 


ggagattatt 


gtccgacgtt 


240 


ggccacgagt 


tgtccgaaga 


aaccggcggg 


ccgtaagaag 


tttcgtgaga 


ctcgtcaccc 


300 


aatttacaga 


ggagttcgtc 


aaagaaactc 


cggtaagtgg 


gtttctgaag 


tgagagagcc 


360 


aaacaagaaa 


accaggattt 


ggctcgggac 


tttccaaacc 


gctgagatgg 


cagctcgtgc 


420 


tcacgacgtc 


gctgcattag 


ccctccgtgg 


ccgatcagca 


tgtctcaact 


tcgctgactc 


480 


ggcttggcgg 


ctacgaatcc 


cggagtcaac 


atgcgccaag 


gatatccaaa 


aagcggctgc 


540 


tgaagcggcg 


ttggcttttc 


aagatgagac 


gtgtgatacg 


acgaccacga 


atcatggcct 


600 


ggacatggag 


gagacgatgg 


tggaagctat 


ttatacaccg 


gaacagagcg 


aaggtgcgtt 


660 
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ttatatggat 


gaggagacaa 


tgtttgggat 


gccgactttg 


ttggataata 


tggctgaagg 


720 


catgctttta 


ccgccgccgt 


ctgttcaatg 


gaatcataat 


tatgacggcg 


aaggagatgg 


780 


tgacgtgtcg 


ctttggagtt 


actaatattc 


gatagtcgtt 


tccatttttg 


tactatagtt 


840 


tgaaaatatt 


ctagttcctt 


tttttagaat 


ggttccttca 


ttttatttta 


ttttattgtt 


900 


gtagaaacga 


gtggaaaata 


attcaatac 








929 



<210> 


96 


<211> 


213 


<212> 


PRT 


<213> 


Arabidopsis thaliana 


<200>. 




<223> 


CBF1 polypeptide 


<400> 


96 


Met Asn Ser Phe Ser Ala Phe 


1 


5 



10 15 



Pro Gin Gly Gly Asp Tyr Cys Pro Thr Leu Ala Thr Ser Cys Pro Lys 
20 25 30 

Lys Pro Ala Gly Arg Lys Lys Phe Arg Glu Thr Arg His Pro lie Tyr 
35 40 45 

Arg Gly Val Arg Gin Arg Asn Ser Gly Lys Trp Val Ser Glu Val Arg 
50 55 60 

Glu Pro Asn Lys Lys Thr Arg lie Trp Leu Gly Thr Phe Gin Thr Ala 
65 70 75 80 

Glu Met Ala Ala Arg Ala His Asp Val Ala Ala Leu Ala Leu Arg Gly 
85 90 95 

Arg Ser Ala Cys Leu Asn Phe Ala Asp Ser Ala Trp Arg Leu Arg lie 
100 105 110 

Pro Glu Ser Thr Cys Ala Lys Asp lie Gin Lys Ala Ala Ala Glu Ala 
115 120 125 



Ala Leu Ala Phe Gin Asp Glu Thr Cys Asp Thr Thr Thr Thr Asn His 

130 135 140 

Gly Leu Asp Met Glu Glu Thr Met Val Glu Ala lie Tyr Thr Pro Glu 

145 150 155 160 



Gin Ser Glu Gly Ala Phe Tyr Met Asp Glu Glu Thr Met Phe Gly Met 
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170 



175 



Pro Thr Leu Leu Asp Asn Met Ala Glu Gly Met Leu Leu Pro Pro Pro 
180 185 190 



Ser Val Gin Trp Asn His Asn Tyr Asp Gly Glu Gly Asp Gly Asp Val 
195 200 205 



Ser Leu Trp Ser Tyr 
210 



<210> 97 

<211> 803 

<212> DNA 

<213> Arabidopsis thaliana 
<200> 

<223> CBF2 

<400> 97 



ctgatcaatg 


aactcatttt 


ctgccttttc 


tgaaatgttt 


ggctccgatt 


acgagtctcc 


60 


ggtttcctca 


ggcggtgatt 


acagtccgaa 


gcttgccacg 


agctgcccca 


agaaaccagc 


120 


gggaaggaag 


aagtttcgtg 


agactcgtca 


cccaatttac 


agaggagttc 


gtcaaagaaa 


180 


ctccggtaag 


tgggtgtgtg 


agttgagaga 


gccaaacaag 


aaaacgagga 


tttggctcgg 


240 


gactttccaa 


accgctgaga 


tggcagctcg 


tgctcacgac 


gtcgccgcca 


tagctctccg 


300 


tggcagatct 


gcctgtctca 


atttcgctga 


ctcggcttgg 


cggctacgaa 


tcccggaatc 


360 


aacctgtgcc 


aaggaaatcc 


aaaaggcggc 


ggctgaagcc 


gcgttgaatt 


ttcaagatga 


420 


gatgtgtcat 


atgacgacgg 


atgctcatgg 


tcttgacatg 


gaggagacct 


tggtggaggc 


480 


tatttatacg 


ccggaacaga 


gccaagatgc 


gttttatatg 


gatgaagagg 


cgatgttggg 


540 


gatgtctagt 


ttgttggata 


acatggccga 


agggatgctt 


ttaccgtcgc 


cgtcggttca 


600 


atggaactat 


aattttgatg 


tcgagggaga 


tgatgacgtg 


tccttatgga 


gctattaaaa 


660 


ttcgattttt 


atttccattt 


ttggtattat 


agctttttat 


acatttgatc 


cttttttaga 


720 


atggatcttc 


ttcttttttt 


ggttgtgaga 


aacgaatgta 


aatggtaaaa 


gttgttgtca 


780 


aatgcaaatg 


tttttgagtg 


cag 








803 



<210> 98 

<211> 207 

<212> PRT 

<213> Arabidopsis thaliana 
<200> 

<223> CBF2 polypeptide 

<400> 98 
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Met Phe Gly Ser Asp Tyr Glu Ser Pro Val Ser Ser Gly Gly Asp Tyr 
1 £ 5 10 15 

Ser Pro Lys Leu Ala Thr Ser Cys Pro Lys Lys Pro Ala Gly Arg Lys 
20 25 30 

Lys Phe Arg Glu Thr Arg His Pro lie Tyr Arg Gly Val Arg Gin Arg 
3 5 4 0 45 

Asn Ser Gly Lys Trp Val Cys Glu Leu Arg Glu Pro Asn Lys Lys Thr 
50 55 60 

Arg He Trp Leu Gly Thr Phe Gin Thr Ala Glu Met Ala Ala Arg Ala 
65 70 75 80 

His Asp Val Ala Ala He Ala Leu Arg Gly Arg Ser Ala Cys Leu Asn 
85 90 95 

Phe Ala Asp Ser Ala Trp Arg Leu Arg He Pro Glu Ser Thr Cys Ala 
100 105 HO 

Lys Glu He Gin Lys Ala Ala Ala Glu Ala Ala Leu Asn Phe Gin Asp 
115 " 12 0 12 5 

Glu Met Cys His Met Thr Thr Asp Ala His Gly Leu Asp Met Glu Glu 
130 135 140 

Thr Leu Val Glu Ala He Tyr Thr Pro Glu Gin Ser Gin Asp Ala Phe 
145 150 155 160 

Tyr Met Asp Glu Glu Ala Met Leu Gly Met Ser Ser Leu Leu Asp Asn 
165 170 175 

Met Ala Glu Gly Met Leu Leu Pro Ser Pro Ser Val Gin Trp Asn Tyr 
180 185 190 

Asn Phe Asp Val Glu Gly Asp Asp Asp Val Ser Leu Trp Ser Tyr 
195 200 205 



<210> 99 

<211> 908 

<212> DNA 

<213> Arabidopsis thaliana 



<220> 

<221> misc__f eature 
<222> (851) . . (851) 
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<223> n is a, c, g, or t 
<200> 

<223> CBF3 
<400> 99 

cctgaactag aacagaaaga gagagaaact attatttcag caaaccatac caacaaaaaa 60 

gacagagatc ttttagttac cttatccagt ttcttgaaac agagtactct tctgatcaat 120 

gaactcattt tctgcttttt ctgaaatgtt tggctccgat tacgagtctt cggtttcctc 180 

aggcggtgat tatattccga cgcttgcgag cagctgcccc aagaaaccgg cgggtcgtaa 24 0 

gaagtttcgt gagactcgtc acccaatata cagaggagtt cgtcggagaa actccggtaa 3 00 

gtgggtttgt gaggttagag aaccaaacaa gaaaacaagg atttggctcg gaacatttca 3 60 

aaccgctgag atggcagctc gagctcacga cgttgccgct ttagcccttc gtggccgatc 420 

agcctgtctc aatttcgctg actcggcttg gagactccga atcccggaat caacttgcgc 480 

taaggacatc caaaaggcgg cggctgaagc tgcgttggcg tttcaggatg agatgtgtga 54 0 

tgcgacgacg gatcatggct tcgacatgga ggagacgttg gtggaggcta tttacacggc 600 

ggaacagagc gaaaatgcgt tttatatgca cgatgaggcg atgtttgaga tgccgagttt 660 

gttggctaat atggcagaag ggatgctttt gccgcttccg tccgtacagt ggaatcataa 720 

tcatgaagtc gacggcgatg atgacgacgt atcgttatgg agttattaaa actcagatta 780 
ttatttccat ttttagtacg atacttttta ttttattatt atttttagat ccttttttag 
aatggaatct ncattatgtt tgtaaaactg agaaacgagt gtaaattaaa ttgattcagt 
ttcagtat 

<210> 100 

<211> 216 

<212> PRT 

<213> Arabidopsis thaliana 
<200> 

<223> CBF3 polypeptide 

<400> 100 

Met Asn Ser Phe Ser Ala Phe Ser Glu Met Phe Gly Ser Asp Tyr Glu 
1 5 10 15 

Ser Ser Val Ser Ser Gly Gly Asp Tyr He Pro Thr Leu Ala Ser Ser 
20 25 30 

Cys Pro Lys Lys Pro Ala Gly Arg Lys Lys Phe Arg Glu Thr Arg His 
35 ^ 40 45 



840 
900 
908 



Pro He Tyr Arg Gly Val Arg Arg Arg Asn Ser Gly Lys Trp Val Cys 
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50 
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55 60 



Glu Val Arg Glu Pro Asn Lys Lys Thr Arg lie Trp Leu Gly Thr Phe 
65 70 75 80 

Gin Thr Ala Glu Met Ala Ala Arg Ala His Asp Val Ala Ala Leu Ala 
85 90 95 

Leu Arg Gly Arg Ser Ala Cys Leu Asn Phe Ala Asp Ser Ala Trp Arg 
100 105 110 

Leu Arg lie Pro Glu Ser Thr Cys Ala Lys Asp lie Gin Lys Ala Ala 
115 120 125 

Ala Glu Ala Ala Leu Ala Phe Gin Asp Glu Met Cys Asp Ala Thr Thr 
130 135 140 

Asp His Gly Phe Asp Met Glu Glu Thr Leu Val Glu Ala lie Tyr Thr 
145 '* " 150 155 160 

Ala Glu Gin Ser Glu Asn Ala Phe Tyr Met His Asp Glu Ala Met Phe 
165 170 175 

Glu Met Pro Ser Leu Leu Ala Asn Met Ala Glu Gly Met Leu Leu Pro 
180 185 190 

Leu Pro Ser Val Gin Trp Asn His Asn His Glu Val Asp Gly Asp Asp 
195 200 205 

Asp Asp Val Ser Leu Trp Ser Tyr 
210 215 

<210> 101 
<211> 632 
<212> DNA 

<213> Brassica napus 
<200> 

<223> bnCBFl 
<400> 101 

cacccgatat accggggagt tcgtctgaga aagtcaggta agtgggtgtg tgaagtgagg 60 
gaaccaaaca agaaatctag aatttggctt ggaactttca aaacagctga gatggcagct 120 
cgtgctcacg acgtcgctgc cctagccctc cgtggaagag gcgcctgcct caattatgcg 180 
gactcggctt ggcggctccg catcccggag acaacctgcc acaaggatat ccagaaggct 240 
gctgctgaag ccgcattggc ttttgaggct gagaaaagtg atgtgacgat gcaaaatggc 3 00 
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cagaacatgg 


aggagacgac 


ggcggtggct 


tctcaggctg 


aagtgaatga 


cacgacgaca 


360 


gaacatggca 


tgaacatgga 


ggaggcaacg 


gcagtggctt 


ctcaggctga 


ggtgaatgac 


420 


acgacgacgg 


atcatggcgt 


agacatggag 


gagacaatgg 


tggaggctgt 


ttttactggg 


480 


gaacaaagtg 


aagggtttaa 


catggcgaag 


gagtcgacgg 


tggaggctgc 


tgttgttacg 


540 


gaggaaccga 


gcaaaggatc 


ttacatggac 


gaggagtgga 


tgctcgagat 


gccgaccttg 


600 


ttggctgata 


tggcagaagg 


gatgctcctg 


cc 






632 



<210> 102 
<211> 208 
<212> PRT 

<213> Brassica napus 
<200> 

<223> bnCBFl polypeptide 
<400> 102 

His Pro lie Tyr Arg Gly Val Arg Leu Arg Lys Ser Gly Lys Trp Val 
15 10 15 

Cys Glu Val Arg Glu Pro Asn Lys Lys Ser Arg He Trp Leu Gly Thr 
20 25 30 

Phe Lys Thr Ala Glu Met Ala Ala Arg Ala His Asp Val Ala Ala Leu 
35 40 45 

Ala Leu Arg Gly Arg Gly Ala Cys Leu Asn Tyr Ala Asp Ser Ala Trp 
50 ^ 55 60 

Arg Leu Arg He Pro Glu Thr Thr Cys His Lys Asp He Gin Lys Ala 
65 " 70 75 80 

Ala Ala Glu Ala Ala Leu Ala Phe Glu Ala Glu Lys Ser Asp Val Thr 
85 90 95 

Met Gin Asn Gly Gin Asn Met Glu Glu Thr Thr Ala Val Ala Ser Gin 
100 105 HO 

Ala Glu Val Asn Asp Thr Thr Thr Glu His Gly Met Asn Met Glu Glu 
115 ~ 120 125 

Ala Thr Ala Val Ala Ser Gin Ala Glu Val Asn Asp Thr Thr Thr Asp 
130 135 140 

His Gly Val Asp Met Glu Glu Thr Met Val Glu Ala Val Phe Thr Gly 
145 " 150 155 160 
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Glu Gin Ser Glu Gly Phe Asn Met Ala Lys Glu Ser Thr Val Glu Ala 
165 170 175 

Ala Val Val Thr Glu Glu Pro Ser Lys Gly Ser Tyr Met Asp Glu Glu 
180 185 190 

Trp Met Leu Glu Met Pro Thr Leu Leu Ala Asp Met Ala Glu Gly Met 
195 200 205 



<210> 103 

<211> 20 

<212> DNA 

<213> artificial sequence 



<220> 

<223> Artificial sequence 



<220> 

<221> misc_f eature 

<222> (6) . . (6) 

<223> n is a, c, g, or t 

<220> 

<221> misc_feature 

<222> (15) . . (15) 

<223> n is a, c, g, or t 

<220> 

<221> mi sc__f eature 

<222> (18) . . (18) 

<223> n is a, c, g, or t 

<200> 

<223> Mol 368 reverse primer 



<400> 


103 


cayccnatht aymgnggngt 


<210> 


104 


<211> 


21 


<212> 


DNA 


<213> 


artificial sequence 


<220> 




<223> 


Artificial sequence 


<220> 




<221> 


misc feature 


<222> 


(3) . . (3) 


<223> 


n is a, c, g, or t 


<220> 




<221> 


misc feature 


<222> 


(6) . . (6) 


<223> 


n is a, c, g, or t 
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<220> 

<221> misc_f eature 

<222> (12) . . (12) 

<223> n is a, c, g, or t 

<220> 

<221> misc_f eature 

<222> (18) . . (18) 

<223> n is a, c, g, or t 

<200> 

<223> Mol 378 forward primer 

<400> 104 

ggnarnarca tnccytcngc c 



Page 94 



